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HUMAN GENES AND GENE EXPRESSION PRODUCTS 



Cross-Reference to Related Application 

[0001] Ths application claims the benefit of earlier-filed U.S. provisional application serial no. 
60/226,326 filed August 16, 2000, which application is incorporated herein by reference in its 
entirety. 

Field of the Invention 

[0002] The present invention relates to polynucleotides of human origin, particularly in human 
colon, breast, prostate, and/or lung tissue, and the encoded gene products. 
Background of the Invention 

[0003] Identification of novel polynucleotides, particularly those that encode an expressed gene 
product, is important in the advancement of drug discovery, diagnostic technologies, and the 
understanding of the progression and nature of complex diseases such as cancer. Identification of 
genes expressed in different cell types isolated from sources that differ in disease state or stage, 
developmental stage, exposure to various environmental factors, the tissue of origin, the species 
from which the tissue was isolated, and the like is key to identifying the genetic factors that are 
responsible for the phenotypes associated with these various differences. 
[0004] This invention provides novel human polynucleotides, the polypeptides encoded by 
these polynucleotides, and the genes and proteins corresponding to these novel polynucleotides. 

Summary of the Invention 
[0005] This invention relates to novel human polynucleotides and variants thereof, their 
encoded polypeptides and variants thereof, to genes corresponding to these polynucleotides and to 
proteins expressed by the genes. The invention also relates to diagnostics and therapeutics 
comprising such novel human polynucleotides, their corresponding genes or gene products, 
including probes, antisense nucleotides, and antibodies. The polynucleotides of the invention 
correspond to a polynucleotide comprising the sequence information of at least one of SEQ ID 
NOS: 1-6010. 

[0006] Various aspects and embodiments of the invention will be readily apparent to the 
ordinarily skilled artisan upon reading the description provided herein. 

Detailed Description of the Invention 
[0007] Before the present invention is described, it is to be understood that this invention is not 
limited to particular embodiments described, as such may, of course, vary. It is also to be 
understood that the terminology used herein is for the purpose of describing particular embodiments 
only, and is not intended to be limiting. 



1 



WO 02/14500 



PCT/US01/25840 



Unless defined otherwise, all technical and scientific terms used herein have the same meaning 
as commonly understood by one of ordinary skill in the art to which this invention belongs. Although 
any methods and materials similar or equivalent to those described herein can be used in the practice or 
testing of the present invention, the preferred methods and materials are now described 
5 All publications and patent applications cited in this specification are herein incorporated by 

reference as if each individual publication or patent application were specifically and individually 
indicated to be incorporated by reference. The citation of any publication is for its disclosure prior to 
the filing date and should not be construed as an admission that the present invention is not entitled to 
antedate such publication by virtue of prior inventioa 
10 It must be noted that as used herein and in the appended claims, the singular forms "a," "and," 

and "the" include plural referents unless the context clearly dictates otherwise. Thus, for example, 
reference to "a polynucleotide" includes a plurality of such polynucleotides and reference to "the colon 
cancer cell" includes reference to one or more cells and equivalents thereof known to those skilled in 
the art, and so forth. 

15 The publications and applications discussed herein are provided solely for their disclosure 

prior to the filing date of the present application. Nothing herein is to be construed as an admission 
that the present invention is not entitled to antedate such publication by virtue of prior invention. 
Further, the dates of publication provided may be different from the actual publication dates which may 
need to be independently confirmed. 

20 Definitions 

The trams "polynucleotide" and "nucleic acid," used interchangeably herein, refer to a 
polymeric forms of nucleotides of any length, either ribonucleotides or deoxynucleotides. Thus, these 
terms include, but are not limited to, single-, double-, or multi-stranded DNA or RNA, genomic DNA, 
cDNA, DNA-RNA hybrids, branched nucleic acid (see, e.g., U.S. Pat Nos. 5,124,246; 5,710,264; and 

25 5,849,48 1) , or a polymer comprising purine and pyrimidine bases or other natural, chemically or 

biochemically modified, non-natural, or derivatized nucleotide bases. These terms furhter include, but 
are not limited to, mRNA or cDNA that comprise intronic sequences (see, e.g., Niwa et al. (1999) Cell 
99(7):691-702). The backbone of the polynucleotide can comprise sugars and phosphate groups (as 
may typically be found in RNA or DNA), or modified or substituted sugar or phosphate groups. 

30 Alternatively, the backbone of the polynucleotide can comprise a polymer of synthetic subunits such as 
phosphoramidites and thus can be an oligodeoxynucleoside phosphoramidate or a mixed 
phosphoramidate-phosphodiester oligomer. Peyrottes et al. (1996) NucL Acids Res. 24:1841-1848; 
Chaturvedi et al. (1996) Nucl. Acids Res. 24:23 18-2323. A polynuclotide may comprise modified 
nucleotides, such as methylated nucleotides and nucleotide analogs, uracyl, other sugars, and linking 
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groups such as fluororibose and tbioate, and nucleotide branches. The sequence of nucleotides may be 
interrupted by non-nucleotide components. A polynucleotide may be further modified after 
polymerization, such as by conjugation with a labeling component. Other types of modifications 
included in this definition are caps, substitution of one or more of the naturally occurring nucleotides 
5 with an analog, and introduction of means for attaching the polynucleotide to proteins, metal ions, 
labeling components, other polynucleotides, or a solid support. 

The terms "polypeptide" and "protein," used interchangebly herein, refer to a polymeric form 
of amino acids of any length, which can include coded and non-coded amino acids, chemically or 
biochemically modified or derivatized amino acids, and polypeptides having modified peptide 

1 0 backbones. The term includes fusion proteins, including, but not limited to, fusion proteins with a 
heterologous amino acid sequence, fusions with heterologous and homologous leader sequences, with 
or without N-terminal methionine residues; immunologically tagged proteins; and the like. 

"Diagnosis" as used herein generally includes determination of a subject's susceptibility to a 
disease or disorder, determination as to whether a subject is presently affected by a disease or disorder, 

15 prognosis of a subject affected by a disease or disorder (e.g., identification of pre-metastatic or 

metastatic cancerous states, stages of cancer, or responsiveness of cancer to therapy), and therametrics 
(e.g., monitoring a subject's condition to provide information as to the effect or efficacy of therapy). 

"Sample" or biological sample" as used herein encompasses a variety of sample types, and are 
generally meant to refer to samples of biological fluids or tissues, particularly samples obtained from 

20 tissues, especially from cells of the type associated with a disease or condition for which a diagnostic 
application is designed (e.g., ductal adenocarcinoma), and the like. "Sample" or biological sample" 
are meant to encompass blood and other liquid samples of biological origin, solid tissue samples, such 
as a biopsy specimen or tissue cultures or cells derived therefrom and the progeny thereof. These terms 
encompass samples that have been manipulated in any way after their procurement as well as 

25 derivatives and fractions of samples, where the samples may be maniuplated by, for example, treatment 
with reagents, solubilization, or enrichment for certain components. The terms also encompass clinical 
samples, and also includes cells in cell culture, cell supernatants, cell lysates, serum, plasma, biological 
fluids, and tissue samples. Where the sample is solid tissue, the cells of the tissue can be dissociated or 
tissue sections can be analyzed 

30 The terms "treatment," "treating," "treat" and the like are used herein to generally refer to 

obtaining a desired pharmacologic and/or physiologic effect The effect may be prophylactic in terms 
of completely or partially preventing a disease or symptom thereof and/or may be therapeutic in terms 
of a partial or complete stabilization or cure for a disease and/or adverse effect attributable to the 
disease. "Treatment" as used herein covers any treatment of a disease in a mammal, particularly a 
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human, and includes: (a) preventing the disease or symptom from occurring in a subject which may be 
predisposed to the disease or symptom but has not yet been diagnosed as having it; (b) inhibiting the 
disease symptom, i.e., arresting its development; or relieving the disease symptom, ie., causing 
regression of the disease or symptom 
5 The terms "individual," "subject," ee host," and "patient," used interchangeably herein and refer 

to airy mammalian subject for whom diagnosis, treatment, or therapy is desired, particularly humans. 
Other subjects may include cattle, dogs, cats, guinea pigs, rabbits, rats, mice, horses, and so oa 

As used herein the term "isolated" refers to a polynucleotide, a polypeptide, an antibody, or a 
host cell that is in an environment different from that in which the polynucleotide, the polypeptide, the 

10 antibody, or the host cell naturally occurs. A polynucleotide, a polypeptide, an antibody, or a host cell 
which is isolated is generally substantially purified. As used herein, the term "substantially purified" 
refers to a compound (e.g., either a polynucleotide or a polypeptide or an antibody) that is removed 
from its natural environment and is at least 60% free, preferably 75% free, and most preferably 90% 
free from other components with which it is naturally associated. Thus, for example, a composition 

15 containing A is "substantially free of 1 B when at least 85% by weight of the total A+B in the 

composition is A. Preferably, A comprises at least about 90% by weight of the total of A+B in the 
composition, more preferably at least about 95% or even 99% by weight. 

A "host cell," as used herein, refers to a microorganism or a eukaryotic cell or cell line cultured 
as a unicellular entity which can be, or has been, used as a recipient for a recombinant vector or other 

20 transfer polynucleotides, and include the progeny of the original cell which has been transfected. It is 
understood that the progeny of a single cell may not necessarily be completely identical in morphology 
or in genomic or total DNA complement as the original parent, due to natural, accidental, or deliberate 
mutatioa 

The terms "cancer," "neoplasm," "tumor," and "carcinoma," are used interchangeably herein to 
25 refer to cells which exhibit relatively autonomous growth, so that they exhibit an aberrant growth 

phenotype characterized by a significant loss of control of cell proliferation. In general, cells of interest 
for detection or treatment in the present application include precancerous (e.g., benign), malignant, 
metastatic, and non-metastatic cells. Detection of cancerous cell is of particular interest 

The use of "e", as in 1 Oe-3 , indicates that the number to the left of "e" is raised to the power of 

30 the number to the right of "e" (thus, 10e-3 is 10" 3 ). 

The term "heterologous" as used herein in the context of, for example, heterologous nucleic 
acid or amino acid sequences, heterologous polypeptides, or heterologous nucleic acid, is meant to refer 
to material that originates from a source different from that with which it is joined or associated For 
example, two DNA sequences are heterologous to one another if the sequences are from different genes 
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or from different species. A recombinant host cell containing a sequence that is heterologous to the 
host cell can be, for example, a bacterial cell containing a sequence encoding a human polypeptide. 

The invention relates to polynucleotides comprising the disclosed nucleotide sequences, to full 
length cDNA, mRNA, genomic sequences, and genes corresponding to these sequences and degenerate 
5 variants thereof, and to polypeptides encoded by the polynucleotides of the invention and polypeptide 
variants. The following detailed description describes the polynucleotide compositions encompassed 
by the invention, methods for obtaining cDNA or genomic DNA encoding a full-length gene product, 
expression of these polynucleotides and genes, identification of structural motifs of the polynucleotides 
and genes, identification of the function of a gene product encoded by a gene corresponding to a 

10 polynucleotide of the invention, use of the provided polynucleotides as probes and in mapping and in 
tissue profiling, use of the corresponding polypeptides and other gene products to raise antibodies, and 
use of the polynucleotides and their encoded gene products for therapeutic and diagnostic purposes. 
Polynucleotide Compositions 

The scope of the invention with respect to polynucleotide compositions includes, but is not 

15 necessarily limited to, polynucleotides having a sequence set forth in arty one of SEQ ID NOS: 1-6010; 
polynucleotides obtained from the biological materials described herein or other biological sources 
(particularly human sources) by hybridization under stringent conditions (particularly conditions of 
high stringency); genes corresponding to the provided polynucleotides; variants of the provided 
polynucleotides and their corresponding genes, particularly those variants that retain a biological 

20 activity of the encoded gene product (e.g. , a biological activity ascribed to a gene product 

corresponding to the provided polynucleotides as a result of the assignment of the gene product to a 
protein family(ies) and/or identification of a functional domain present in the gene product). Other 
nucleic acid compositions contemplated by and within the scope of the present invention will be readily 
apparent to one of ordinary skill in the art when provided with the disclosure here. "Polynucleotide" 

25 and "nucleic acid" as used herein with reference to nucleic acids of the composition is not intended to 
be limiting as to the length or structure of the nucleic acid unless specifically indicated. 

The invention features polynucleotides that are expressed in human tissue, especially human 
colon, prostate, breast, lung and/or endothelial tissue. Novel nucleic acid compositions of the invention 
of particular interest comprise a sequence set forth in any one of SEQ ID NOS: 1-6010 or an 

30 identifying sequence thereof. An "identifying sequence" is a contiguous sequence of residues at least 
about 10 nt to about 20 nt in length, usually at least about 50 nt to about 100 nt in length, that uniquely 
identifies a polynucleotide sequence, e.g., exhibits less than 90%, usually less than about 80% to about 
85% sequence identity to any contiguous nucleotide sequence of more than about 20 nt Thus, the 
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subject novel nucleic acid compositions include full length cDNAs or mRNAs that encompass an 
identifying sequence of contiguous nucleotides from any one of SEQ ID NOS: 1-6010. 

The polynucleotides of the invention also include polynucleotides having sequence similarity 
or sequence identity. Nucleic acids having sequence similarity are detected by hybridization under low 
5 stringency conditions, for ©cample, at 50°C and 10XSSC (0.9 M saline/0.09 M sodium citrate) and 
remain bound when subjected to washing at 55°C in 1XSSC. Sequence identity can be determined by 
hybridization under stringent conditions, for example, at 50°C or higher and 0. 1XSSC (9 mM 
saline/0.9 mM sodium citrate). Hybridization methods and conditions are well known in the art, see, 
e.g., USPN 5,707,829. Nucleic acids that are substantially identical to the provided polynucleotide 

10 sequences, e.g. allelic variants, genetically altered versions of the gene, etc., bind to the provided 

polynucleotide sequences ( SEQ ID NOS: 1-6010) under stringent hybridization conditions. By using 
probes, particularly labeled probes of DNA sequences, one can isolate homologous or related genes. 
The source of homologous genes can be any species, e.g. primate species, particularly human; rodents, 
such as rats and mice; canines, felines, bovines, ovines, equines, yeast, nematodes, eta 

15 Preferably, hybridization is performed using at least 15 contiguous nucleotides (nt) of at least 

one of SEQ ID NOS: 1-6010. That is, when at least 15 contiguous nt of one of the disclosed SEQ ID 
NOS. is used as a probe, the probe will preferentially hybridize with a nucleic acid comprising the 
complementary sequence, allowing the identification and retrieval of the nucleic acids that uniquely 
hybridize to the selected probe. Probes from more than one SEQ ID NO. can hybridize with the same 

20 nucleic acid if the cDNA from which they were derived corresponds to one mRNA. Probes of more 
than 15 nt can be used, e.g., probes of from about 18 nt to about 100 nt, but 15 nt represents sufficient 
sequence for unique identification. 

The polynucleotides of the invention also include naturally occurring variants of the nucleotide 
sequences (e.g., degenerate variants, allelic variants, etc.). Variants of the polynucleotides of the 

25 invention are identified by hybridization of putative variants with nucleotide sequences disclosed 

herein, preferably by hybridization under stringent conditions. For example, by using appropriate wash 
conditions, variants of the polynucleotides of the invention can be identified where the allelic variant 
exhibits at most about 25-30% base pair (bp) mismatches relative to the selected polynucleotide probe. 
In general, allelic variants contain 15-25% bp mismatches, and can contain as little as even 5-15%, or 

30 2-5%, or 1-2% bp mismatches, as well as a single bp mismatch. 

The invention also encompasses homologs corresponding to the polynucleotides of SEQ ID 
NOS: 1-6010, where the source of homologous genes can be any mammalian species, e.g., primate 
species, particularly human; rodents, such as rats; canines, felines, bovines, ovines, equines, yeast, 
nematodes, etc. Between mammalian species, e.g., human and mouse, homologs generally have 
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substantial sequence similarity, e.g., at least 75% sequence identity, usually at least 90%, more usually 
at least 95% between nucleotide sequences. Sequence similarity is calculated based on a reference 
sequence, which may be a subset of a larger sequence, such as a conserved motif, coding region, 
flanking region, etc. A reference sequence will usually be at least about 1 8 contiguous nt long, more 
5 usually at least about 30 nt long, and may extend to the complete sequence that is being compared. 
Algorithms for sequence analysis are known in the art, such as gapped BLAST, described in Altschul, 
et al. Nucleic Acids Res. (1997) 25:3389-3402. 

In general, variants of the invention have a sequence identity greater than at least about 65%, 
preferably at least about 75%, more preferably at least about 85%, and can be greater than at least 

10 about 90% or more as determined by the Smith- Waterman homology search algorithm as implemented 
in MPSRCH program (Oxford Molecular). For the purposes of this invention, a preferred method of 
calculating percent identity is the Smith-Waterman algorithm, using the following. Global DNA 
sequence identity must be greater than 65% as determined by the Smith-Waterman homology search 
algorithm as implemented in MPSRCH program (Oxford Molecular) using an affine gap search with 

15 the following search parameters: gap open penalty, 12; and gap extension penalty, 1. 

The subject nucleic acids can be cDNAs or genomic DNAs, as well as fragments thereof, 
particularly fragments that encode a biologically active gene product and/or are useful in the methods 
disclosed herein (e.g., in diagnosis, as a unique identifier of a differentially expressed gene of interest, 
etc.). The term "cDNA" as used herein is intended to include all nucleic acids that share the 

20 arrangement of sequence elements found in native mature mRNA species, where sequence elements are 
exons and V and 5' non-coding regions. Normally mRNA species have contiguous exons, with the 
intervening introns, when present, being removed by nuclear RNA splicing, to create a continuous open 
reading frame encoding a polypeptide of the invention. 

A genomic sequence of interest comprises the nucleic acid present between the initiation codon 

25 and the stop codon, as defined in the listed sequences, including all of the introns that are normally 
present in a native chromosome. It can further include the 3' and 5' untranslated regions found in the 
mature mRNA. It can further include specific transcriptional and translational regulatory sequences, 
such as promoters, enhancers, etc., including about 1 kb, but possibly more, of flanking genomic DNA 
at either the 5' and 3' end of the transcribed region. The genomic DNA can be isolated as a fragment 

30 of 100 kbp or smaller; and substantially free of flanking chromosomal sequence. The genomic DNA 
flanking the coding region, either 3' and 5 ', or internal regulatory sequences as sometimes found in 
introns, contains sequences required for proper tissue, stage-specific, or disease-state specific 
expression. 
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The nucleic acid compositions of the subject invention can encode all or a part of the subject 
polypeptides. Double or single stranded fragments can be obtained from the DNA sequence by 
chemically synthesizing oligonucleotides in accordance with conventional methods, by restriction 
enzyme digestion, by PCR amplification, etc. Isolated polynucleotides and polynucleotide fragments 
5 of the invention comprise at least about 10, about 15, about 20, about 35, about 50, about 100, about 
150 to about 200, about 250 to about 300, or about 350 contiguous nt selected from the polynucleotide 
sequences as shown in SEQ ID NOS: 1-60 10. For the most part, fragments will be of at least 15 nt, 
usually at least 18 nt or 25 nt, and up to at least about 50 contiguous nt in length or more. In a 
preferred embodiment, the polynucleotide molecules comprise a contiguous sequence of at least 12 nt 

10 selected from the group consisting of the polynucleotides shown in SEQ ID NOS: 1-6010. 

Probes specific to the polynucleotides of the invention can be generated using the 
polynucleotide sequences disclosed in SEQ ID NOS: 1-60 10. The probes are preferably at least about 
12, 15, 16, 18, 20, 22, 24, or 25 nt fragment of a corresponding contiguous sequence of SEQ ED 
NOS: 1-6010, and can be less than 2, 1, 0.5, 0. 1, or 0.05 kb in length. The probes can be synthesized 

15 chemically or can be generated from longer polynucleotides using restriction enzymes. The probes can 
be labeled, for example, with a radioactive, biotinylated, or fluorescent tag. Preferably, probes are 
designed based upon an identifying sequence of a polynucleotide of one of SEQ ID NOS : 1 -60 1 0. 
More preferably, probes are designed based on a contiguous sequence of one of the subject 
polynucleotides that remain unmasked following application of a masking program for masking low 

20 complexity (e.g. ,XBLAST) to the sequence., /. e. , one would select an unmasked region, as indicated by 
the polynucleotides outside the poly-n stretches of the masked sequence produced by the masking 
program. 

The polynucleotides of the subject invention are isolated and obtained in substantial purity, 
generally as other than an intact chromosome. Usually, the polynucleotides, either as DNA or RNA, 

25 will be obtained substantially free of other naturally-occurring nucleic acid sequences, generally being 
at least about 50%, usually at least about 90% pure and are typically "recombinant," e.g., flanked by 
one or more nucleotides with which it is not normally associated on a naturally occurring chromosome. 

The polynucleotides of the invention can be provided as a linear molecule or within a circular 
molecule, and can be provided within autonomously replicating molecules (vectors) or within 

30 molecules without replication sequences. Expression of the polynucleotides can be regulated by then- 
own or by other regulatory sequences known in the art The polynucleotides of the invention can be 
introduced into suitable host cells using a variety of techniques available in the art, such as transferrin 
polycation-mediated DNA transfer, transfection with naked or encapsulated nucleic acids, liposome- 
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mediated DNA transfer, intracellular transportation of DNA-coated latex beads, protoplast fusion, viral 
infection, electroporation, gene gun, calcium phosphate-mediated transfection, and the like. 

The subject nucleic acid compositions can be used to, for example, produce polypeptides, as 
probes for the detection of mRNA of the invention in biological samples (e.g., extracts of human cells) 
5 to generate additional copies of the polynucleotides, to generate ribozymes or antisense 

oligonucleotides, and as single stranded DNA probes or as triple-strand forming oligonucleotides. The 
probes described herein can be used to, for example, determine the presence or absence of the 
polynucleotide sequences as shown in SEQ ID NOS: 1-6010 or variants thereof in a sample. These 
and other uses are described in more detail below. 

10 Use of Polynucleotides to Obtain Full-Length cDNA. Gene, and Promoter Region 

In one embodiment, the polynucleotides are useful as starting materials to construct larger 
molecules. In one example, the polynucleotides of the invention are used to construct polynucleotides 
that encode a larger polypeptide (e.g. , up to the full-length native polypeptide as well as fusion proteins 
comprising all or a portion of the native polypeptide) or may be used to produce haptens of the 

15 polypeptide (e.g., polypeptides useful to generate antibodies). 

In one particular example, the polynucleotides of the invention are used to make or isolate 
cDNA molecules encoding all or portion of a naturally-occuring polypeptide. Full-length cDNA 
molecules comprising the disclosed polynucleotides are obtained as follows. A polynucleotide having a 
sequence of one of SEQ ID NOS: 1-6010, or a portion thereof comprising at least 12, 15, 18, or 20 nt, 

20 is used as a hybridization probe to detect hybridizing members of a cDNA library using probe design 
methods, cloning methods, and clone selection techniques such as those described in USPN 5,654,173. 
Libraries of cDNA are made from selected tissues, such as normal or tumor tissue, or from tissues of a 
mammal treated with, for example, a pharmaceutical agent Preferably, the tissue is the same as the 
tissue from which the polynucleotides of the invention were isolated, as both the polynucleotides 

25 described herein and the cDNA represent expressed genes. Most preferably, the cDNA library is made 
from the biological material described herein in the Examples. The choice of cell type for library 
construction can be made after the identity of the protein encoded by the gene corresponding to the 
polynucleotide of the invention is known. This will indicate which tissue and cell types are likely to 
express the related gene, and thus represent a suitable source for the mRNA for generating the cDNA. 

30 Where the provided polynucleotides are isolated from cDNA libraries, the libraries are prepared from 
mRNA of human colon cells, more preferably, human colon cancer cells, even more preferably, from a 
highly metastatic colon cell, Kml2L4-A. 

Techniques for producing and probing nucleic acid sequence libraries are described, for 
example, in Sambrook et al., Molecular Cloning: A Laboratory Manual, 2nd Ed., (1989) Cold Spring 
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Harbor Press, Cold Spring Harbor, NY. The cDNA can be prepared by using primers based on 
polynucleotides comprising a sequence of SEQ ID NOS: 1-6010. In one embodiment, the cDNA 
library can be made from only poly-adenylated mRNA. Thus, poly-T primers can be used to prepare 
cDNA from the mRNA. 

5 Members of the library that are larger than the provided polynucleotides, and preferably that 

encompass the complete coding sequence of the native message, are obtained. In order to confirm that 
the entire cDNA has been obtained, RNA protection experiments are performed as follows. 
Hybridization of a full-length cDNA to an mRNA will protect the RNA from RNase degradatioa If 
the cDNA is not full length, then the portions of the mRNA that are not hybridized will be subject to 

10 RNase degradation. This is assayed, as is known in the art, by changes in electrophoretic mobility on 
polyacrylamide gels, or by detection of released monoribonucleotides. Sambrook et al., Molecular 
Cloning: A Laboratory Manual, 2nd Ed,, (1989) Cold Spring Harbor Press, Cold Spring Harbor, NY. 
In order to obtain additional sequences 5' to the end of a partial cDNA, 5' RACE (PCR Protocols: A 
Guide to Methods and Applications, (1990) Academic Press, Inc.) can be performed 

15 Genomic DNA is isolated using the provided polynucleotides in a manner similar to the 

isolation of full-length cDNAs. Briefly, the provided polynucleotides, or portions thereof, are used as 
probes to libraries of genomic DNA. Preferably, the library is obtained from the cell type that was 
used to generate the polynucleotides of the invention, but this is not essential. Most preferably, the 
genomic DNA is obtained from the biological material described herein in the Examples. Such 

20 libraries can be in vectors suitable for carrying large segments of a genome, such as P 1 or YAC, as 

described in detail in Sambrook et al., supra, 9.4-9.30. In addition, genomic sequences can be isolated 
from human BAC libraries, which are commercially available from Research Genetics, Inc., Huntsville, 
Alabama, USA, for example. In order to obtain additional 5 f or 3' sequences, chromosome walking is 
performed, as described in Sambrook et al., such that adjacent and overlapping fragments of genomic 

25 DNA are isolated. These are mapped and pieced together, as is known in the art, using restriction 
digestion enzymes and DNA ligase. 

Using the polynucleotide sequences of the invention, corresponding full-length genes can be 
isolated using both classical and PCR methods to construct and probe cDNA libraries. Using either 
method, Northern blots, preferably, are performed on a number of cell types to determine which cell 

30 lines express the gene of interest at the highest level. Classical methods of constructing cDNA libraries 
are taught in Sambrook et al., supra. With these methods, cDNA can be produced from mRNA and 
inserted into viral or expression vectors. Typically, libraries of mRNA comprising poly(A) tails can be 
produced with poly(T) primers. Similarly, cDNA libraries can be produced using the instant sequences 
as primers. 
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PGR methods are used to amplify the members of a cDNA library that comprise the desired 
insert In this case, the desired insert will contain sequence from the full length cDNA that corresponds 
to the instant polynucleotides. Such PCR methods include gene trapping and RACE methods. Gene 
trapping entails inserting a member of a cDNA library into a vector. The vector then is denatured to 
5 produce single stranded molecules. Next, a substrate-bound probe, such as a biotinylated oligo, is used 
to trap cDNA inserts of interest. Biotinylated probes can be linked to an avidin-bound solid substrate. 
PCR methods can be used to amplify the trapped cDNA. To trap sequences corresponding to the full 
length genes, the labeled probe sequence is based on the polynucleotide sequences of the invention. 
Random primers or primers specific to the library vector can be used to amplify the trapped cDNA. 

10 Such gene trapping techniques are described in Gruber et al., WO 95/04745 and Gruber et aL, USPN 
5,500,356. Kits are commercially available to perform gene trapping experiments from, for example, 
Life Technologies, Gaithersburg, Maryland, USA. 

"Rapid amplification of cDNA ends," or RACE, is a PCR method of amplifying cDNAs from 
a number of different RNAs. The cDNAs are ligated to an oligonucleotide linker, and amplified by 

15 PCR using two primers. One primer is based on sequence from the instant polynucleotides, for which 
full length sequence is desired, and a second primer comprises sequence that hybridizes to the 
oligonucleotide linker to amplify the cDNA. A description of this method is reported in WO 
97/191 10. In preferred embodiments of RACE, a common primer is designed to anneal to an arbitrary 
adaptor sequence ligated to cDNA ends (Apte and Siebert, Biotechniques (1993) 15:890-893; Edwards 

20 et al., Nuc. Acids Res. (1991) 19:5227-5232). When a single gene-specific RACE primer is paired 
with the common primer, preferential amplification of sequences between the single gene specific 
primer and the common primer occurs. Commercial cDNA pools modified for use in RACE are 
available. 

Another PCR-based method generates full-length cDNA library with anchored ends without 
25 needing specific knowledge of the cDNA sequence. The method uses lock-docking primers (I- VI), 

where one primer, poly TV (I-m) locks over the polyA tail of eukaryotic mRNA producing first strand 
synthesis and a second primer, polyGH (IV- VI) locks onto the polyC tail added by terminal 
deoxynucleotidyl transferase (TdT)(see, e.g., WO 96/40998). 

The promoter region of a gene generally is located 5' to the initiation site for RNA polymerase 
30 II. Hundreds of promoter regions contain the "TATA 5 ' box, a sequence such as TATTA or TATAA, 
which is sensitive to mutations. The promoter region can be obtained by performing 5' RACE using a 
primer from the coding region of the gene. Alternatively, the cDNA can be used as a probe for the 
genomic sequence, and the region 5' to the coding region is identified by "walking up." If the gene is 
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highly expressed or differentially expressed, the promoter from the gene can be of use in a regulatory 
construct for a heterologous gene. 

Once the full-length cDNA or gene is obtained, DNA encoding variants can be prepared by 
site-directed mutagenesis, described in detail in Sambrook et aL, 15.3-15.63. The choice of codon or 
5 nucleotide to be replaced can be based on disclosure herein on optional changes in amino acids to 
achieve altered protein structure and/or function. 

As an alternative method to obtaining DNA or RNA from a biological material, nucleic acid 
comprising nucleotides having the sequence of one or more polynucleotides of the invention can be 
synthesized. Thus, the invention encompasses nucleic acid molecules ranging in length from 15 nt 

10 (corresponding to at least 15 contiguous nt of one of SEQIDNOS:l-6010)upto a maximum length 
suitable for one or more biological manipulations, including replication and expression, of the nucleic 
acid molecule. The invention includes but is not limited to (a) nucleic acid having the size of a full 
gene, and comprising at least one of SEQ ID NOS: 1-6010; (b) the nucleic acid of (a) also comprising 
at least one additional gene, operably linked to permit expression of a fusion protein; (c) an expression 

15 vector comprising (a) or (b); (d) a plasmid comprising (a) or (b); and (e) a recombinant viral particle 
comprising (a) or (b). Once provided with the polynucleotides disclosed herein, construction or 
preparation of (a) - (e) are well within the skill in the art. 

The sequence of a nucleic acid comprising at least 15 contiguous nt of at least any one of SEQ 
ID NOS: 1-60 10, preferably the entire sequence of at least any one of SEQ ID NOS: 1-6010, is not 

20 limited and can be any sequence of A, T, G, and/or C (for DNA) and A, U, G, and/or C (for RNA) or 
modified bases thereof, including inosine and pseudouridine. The choice of sequence will depend on 
the desired function and can be dictated by coding regions desired, the intron-like regions desired, and 
the regulatory regions desired. Where the entire sequence of any one of SEQ ID NOS: 1-6010 is within 
the nucleic acid, the nucleic acid obtained is referred to herein as a polynucleotide comprising the 

25 sequence of any one of SEQ ID NOS:1-6010. 

Expression of Polypeptide Encoded bv Full-Length cDNA or Full-Length Gene 

The provided polynucleotides (e.g., a polynucleotide having a sequence of one of SEQ ID 
NOS:1-6010), the corresponding cDNA, or the full-length gene is used to express a partial or complete . 
gene product Constructs of polynucleotides having sequences of SEQ IDNOS:1-6010 can also be 

30 generated synthetically. Alternatively, single-step assembly of a gene and entire plasmid from large 
numbers of oligodeoxyribonucleotides is described by, e.g., Sternmer et aL, Gene (Amsterdam) (1995) 
164(l):49-53. In this method, assembly PCR (the synthesis of long DNA sequences from large 
numbers of oligodeoxyribonucleotides (oligos)) is described The method is derived from DNA 
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shuffling (Stemmer, Nature (1994) 370:389-391), and does not rely on DNA ligase, but instead relies 
on DNA polymerase to build increasingly longer DNA fragments during the assembly process. 

Appropriate polynucleotide constructs are purified using standard recombinant DNA 
techniques as described in, for example, Sambrook et aL, Molecular Cloning: A Laboratory Manual 
5 2nd Ed, (1989) Cold Spring Harbor Press, Cold Spring Harbor, NY, and under current regulations 
described in United States Dept. of HHS, National Institute of Health (NIH) Guidelines for 
Recombinant DNA Research. The gene product encoded by a polynucleotide of the invention is 
expressed in any expression system, including, for example, bacterial, yeast, insect, amphibian and 
mammalian systems. Vectors, host cells and methods for obtaining expression in same are well known 

10 in the art Suitable vectors and host cells are described in USPN 5,654,173. 

Polynucleotide molecules comprising a polynucleotide sequence provided herein are generally 
propagated by placing the molecule in a vector. Viral and non-viral vectors are used, including 
plasmids. The choice of plasmid will depend on the type of cell in which propagation is desired and the 
purpose of propagation. Certain vectors are useful for amplifying and making large amounts of the 

15 desired DNA sequence. Other vectors are suitable for expression in cells in culture. Still other vectors 
are suitable for transfer and expression in cells in a whole animal or person. The choice of appropriate 
vector is well within the skill of the art. Many such vectors are available commercially. Methods for 
preparation of vectors comprising a desired sequence are well known in the art. 

The polynucleotides set forth in SEQ ID NOS:1-6010 or their corresponding full-length 

20 polynucleotides are linked to regulatory sequences as appropriate to obtain the desired expression 
properties. These can include promoters (attached either at the 5 1 end of the sense strand or at the 3* 
end of the antisense strand), enhancers, terminators, operators, repressors, and inducers. The 
promoters can be regulated or constitutive. In some situations it may be desirable to use conditionally 
active promoters, such as tissue-specific or developmental stage-specific promoters. These are linked 

25 to the desired nucleotide sequence using the techniques described above for linkage to vectors. Any 
techniques known in the art can be used. 

When any of the above host cells, or other appropriate host cells or organisms, are used to 
replicate and/or express the polynucleotides or nucleic acids of the invention, the resulting replicated 
nucleic acid, RNA, expressed protein or polypeptide, is within the scope of the invention as a product 

30 of the host cell or organism. The product is recovered by any appropriate means known in the art 
Once the gene corresponding to a selected polynucleotide is identified, its expression can be 
regulated in the cell to which the gene is native. For example, an endogenous gene of a cell can be 
regulated by an exogenous regulatory sequence as disclosed in USPN 5,641,670. 
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Identification of Functional and Structural Motifs 

Translations of the nucleotide sequence of the provided polynucleotides, cDNAs or full genes 
can be aligned with individual known sequences. Similarity with individual sequences can be used to 
determine the activity of the polypeptides encoded by the polynucleotides of the inventioa Also, 
5 sequences exhibiting similarity with more than one individual sequence can exhibit activities that are 
characteristic of either or both individual sequences. 

The full length sequences and fragments of the polynucleotide sequences of the nearest 
neighbors can be used as probes and primers to identify and isolate the full length sequence 
corresponding to provided polynucleotides. The nearest neighbors can indicate a tissue or cell type to 
10 be used to construct a library for the fidl-length sequences corresponding to the provided 
polynucleotides. 

Typically, a selected polynucleotide is translated in all six frames to determine the best 
alignment with the individual sequences. The sequences disclosed herein in the Sequence Listing are in 
a 5 ' to 3 * orientation and translation in three frames can be sufficient (with a few specific exceptions as 

15 described in the Examples). These amino acid sequences are referred to, generally, as query sequences, 
which will be aligned with the individual sequences. Databases with individual sequences are 
described in "Computer Methods for Macromolecular Sequence Analysis" Metho ds in Enzymology 
(1996) 266 9 Doolittle, Academic Press, Inc., a division of Harcourt Brace & Co., San Diego, 
California, USA. Databases include GenBank, EMBL, and DNA Database of Japan (DDBJ). 

20 Query and individual sequences can be aligned using the methods and computer programs 

described above, and include BLAST 2.0, available over the world wide web at a site supported by the 
National Center for Biotechnology Information, which is supported by the National Library of 
Medicine and the National Institutes of Health. See also Altschul, et al. Nucleic Acids Res. (1997) 
25:3389-3402. Another alignment algorithm is Fasta, available in the Genetics Computing Group 

25 (GCG) package, Madison, Wisconsin, USA, a wholly owned subsidiary of Oxford Molecular Group, 
Inc. Other techniques for alignment are described in Doolittle, supra. Preferably, an alignment 
program that permits gaps in the sequence is utilized to align the sequences. The Smith-Waterman is 
one type of algorithm that permits gaps in sequence alignments. See Meth Mol. BioL (1997) 70: 173- 
187. Also, the GAP program using the Needleman and Wunsch alignment method can be utilized to 

30 align sequences. An alternative search strategy uses MPSRCH software, which runs on a MASPAR 
computer. MPSRCH uses a Smith-Waterman algorithm to score sequences on a massively parallel 
computer. This approach improves ability to identify sequences that are distantly related matches, and 
is especially tolerant of small gaps and nucleotide sequence errors. Amino acid sequences encoded by 
the provided polynucleotides can be used to search both protein and DNA databases. Incorporated 
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herein by reference are all sequences that have been made public as of the filing date of this application 
by any of the DNA or protein sequence databases, including the patent databases (e.g., GeneSeq). 
Also incorporated by reference are those sequences that have been submitted to these databases as of 
the filing date of the present application but not made public until after the filing date of the present 
5 application. 

Results of individual and query sequence alignments can be divided into three categories: high 
similarity, weak similarity, and no similarity. Individual alignment results ranging from high similarity 
to weak similarity provide a basis for determining polypeptide activity and/or structure. Parameters for 
categorizing individual results include: percentage of the alignment region length where the strongest 

10 alignment is found, percent sequence identity, and p value. The percentage of the alignment region 
length is calculated by counting the number of residues of the individual sequence found in the region 
of strongest alignment, e.g., contiguous region of the individual sequence that contains the greatest 
number of residues that are identical to the residues of the corresponding region of the aligned query 
sequence. This number is divided by the total residue length of the query sequence to calculate a 

15 percentage. For example, a query sequence of 20 amino acid residues might be aligned with a 20 

amino acid region of an individual sequence. The individual sequence might be identical to amino acid 
residues 5,9-15, and 17-19 ofthe query sequence. The region of strongest alignment is thus the region 
stretching from residue 9-19, an 1 1 amino acid stretch. The percentage ofthe alignment region length 
is: 1 1 (length ofthe region of strongest alignment) divided by (query sequence length) 20 or 55%. 

20 Percent sequence identity is calculated by counting the number of amino acid matches between 

the query and individual sequence and dividing total number of matches by the number of residues of 
the individual sequences found in the region of strongest alignment. Thus, the percent identity in the 
example above would be 10 matches divided by 1 1 amino acids, or approximately, 90.9% 

P value is the probability that the alignment was produced by chance. For a single alignment, 

25 the p value can be calculated according to Karlin et al, Proc. Natl. Acad. Sci. (1990) 87:2264 and 
Karlin et al., Proc. Natl. Acad. Sci. (1993) 90. The p value of multiple alignments using the same 
query sequence can be calculated using an heuristic approach described in Altschul et al., Nat. Genet. 
(1994)6:119. Alignment programs such as BLAST program can calculate the p value. See also 
Altschul et al., Nucleic Acids Res. (1997) 25:3389-3402. 

3 0 Another factor to consider for determining identity or similarity is the location of the similarity 

or identity. Strong local alignment can indicate similarity even if the length of alignment is short. 
Sequence identity scattered throughout the length ofthe query sequence also can indicate a similarity 
between the query and profile sequences. The boundaries ofthe region where the sequences align can 
be determined according to Doolittle, supra; BLAST 2.0 (see, e.g., Altschul, et al. Nucleic Acids Res. 

15 
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(1997) 25:3389-3402) or FAST programs; or by determining the area where sequence identity is 
highest 

Hiffh Similarity In general, in alignment results considered to be of high similarity, the 
percent of the alignment region length is typically at least about 55% of total length query sequence; 
5 more typically, at least about 58%; even more typically; at least about 60% of the total residue length 
of the query sequence. Usually, percent length of the alignment region can be as much as about 62%; 
more usually, as much as about 64%; even more usually, as much as about 66%. Further, for high 
similarity, the region of alignment, typically, exhibits at least about 75% of sequence identity; more 
typically, at least about 78%; even more typically; at least about 80% sequence identity. Usually, 

10 percent sequence identity can be as much as about 82%; more usually, as much as about 84%; even 
more usually, as much as about 86%. 

The p value is used in conjunction with these methods. If high similarity is found, the query 
sequence is considered to have high similarity with a profile sequence when the p value is less than or 
equal to about 10e-2; more usually; less than or equal to about 10e-3; even more usually; less than or 

15 equal to about 10e-4. More typically, the p value is no more than about 10e-5; more typically; no more 
than or equal to about 10e-10; even more typically, no more than or equal to about 10e-15 for the 
query sequence to be considered high similarity. 

Weak Similarity. In general, where alignment results considered to be of weak similarity, there 
is no minimum percent length of the alignment region nor minimum length of alignment. A better 

20 showing of weak similarity is considered when the region of alignment is, typically, at least about 15 
amino acid residues in length; more typically, at least about 20; even more typically, at least about 25 
amino acid residues in length. Usually, length of the alignment region can be as much as about 30 
amino acid residues; more usually, as much as about 40; even more usually, as much as about 60 
amino acid residues. Further, for weak similarity, the region of alignment, typically, exhibits at least 

25 about 35% of sequence identity; more typically, atleast about 40%; even more typically, at least about 
45% sequence identity. Usually, percent sequence identity can be as much as about 50%; more 
usually, as much as about 55%; even more usually, as much as about 60%. 

If low similarity is found, the query sequence is considered to have weak similarity with a 
profile sequence when the p value is usually less than or equal to about 10e-2; more usually, less than 

30 or equal to about 10e-3; even more usually; less than or equal to about 10e-4. More typically, the p 
value is no more than about 10e-5; more usually; no more than or equal to about 10e-10; even more 
usually, no more than or equal to about 10e-15 for the query sequence to be considered weak similarity. 

Similarity Determined bv Sequence Identity Alone . Sequence identity alone can be used to 
determine similarity of a query sequence to an individual sequence and can indicate the activity of the 
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sequence. Such an alignment, preferably, permits gaps to align sequences. Typically, the query 
sequence is related to the profile sequence if the sequence identity over the entire query sequence is at 
least about 15%; more typically, at least about 20%; even more typically, at least about 25%; even 
more typically, at least about 50%. Sequence identity alone as a measure of similarity is most useful 
5 when the query sequence is usually, at least 80 residues in length; more usually, at least 90 residues in 
length; even more usually, at least 95 amino acid residues in length. More typically, similarity can be 
concluded based on sequence identity alone when the query sequence is preferably 100 residues in 
length; more preferably, 120 residues in length; even more preferably, 150 amino acid residues in 
length. 

10 Alignments with Profile and Multiple Aligned Sequences. Translations of the provided 

polynucleotides can be aligned with amino acid profiles that define either protein families or common 
motifs. Also, translations of the provided polynucleotides can be aligned to multiple sequence 
alignments (MSA) comprising the polypeptide sequences of members of protein families or motifs. 
Similarity or identity with profile sequences or MSAs can be used to determine the activity of the gene 

15 products (e.g., polypeptides) encoded by the provided polynucleotides or corresponding cDNA or 
genes. For example, sequences that show an identity or similarity with a chemokine profile or MSA 
can exhibit chemokine activities. 

Profiles can be designed manually by (1) creating an MSA, which is an alignment of the amino 
acid sequence of members that belong to the family and (2) constructing a statistical representation of 

20 the alignment Such methods are described, for example, in Birney et al., Nucl. Acid Res. (1996) 

24(14): 2730-2739. MSAs of some protein families and motifs are publicly available. For example, 
the Genome Sequencing Center at thw Washington University School of Medicine provides a web set 
(Pfam) which provides MSAs of 547 different families and motifs. These MSAs are described also in 
Sonnhammer et aL, Proteins (1997) 28: 405-420. Other sources over the world wide web include the 

25 site supported by the European Molecular Biology Laboratories in Heidelberg, Germany. A brief 

description of these MSAs is reported in Pascarella et al., Prot Eng. (1996) 9(3):249-251. Techniques 
for building profiles from MSAs are described in Sonnhammer et al., supra; Birney et al;, supra; and 
"Computer Methods for Macromolecular Sequence Analysis," Methods in Enzymology (1996) 266, 
Doolittle, Academic Press, Inc., San Diego, California, USA. 

30 Similarity between a query sequence and a protein family or motif can be determined by (a) 

comparing the query sequence against the profile and/or (b) aligning the query sequence with the 
members of the family or motif Typically, a program such as Searchwise is used to compare the query 
sequence to the statistical representation of the multiple alignment, also known as a profile (see Birney 
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et a!., supra). Other techniques to compare the sequence and profile are described in Sonnhammer et 
al., supra and Doolittle, supra. 

Next, methods described by Feng et al., J. Mol. Evol. (1987) 25:351 and Higgins et al., 
CABIOS (1 989) 5:15 1 can be used align the query sequence with the members of a family or motif, 
5 also known as a MSA. Sequence alignments can be generated using any of a variety of software tools. 
Examples include PileUp, which creates a multiple sequence alignment, and is described in Feng et al., 
J. Mol. Evol. (1987) 25:351. Another method, GAP, uses the alignment method of Needleman et al., J. 
Mol. Biol. (1970) 48:443. GAP is best suited for global alignment of sequences. A third method, 
BestFit, functions by inserting gaps to maximize the number of matches using the local homology 

10 algorithm of Smith et. al., Adv. Appl. Math. (198 1) 2:482. In general, the following factors are used to 
determine if a similarity between a query sequence and a profile or MSA exists: (1) number of 
conserved residues found in the query sequence, (2) percentage of conserved residues found in the 
query sequence, (3) number of frameshifts, and (4) spacing between conserved residues. 

Some alignment programs that both translate and align sequences can make any number of 

1 5 frameshifts when translating the nucleotide sequence to produce the best alignment. The fewer 

frameshifts needed to produce an alignment, the stronger the similarity or identity between the query 
and profile or MS As. For example, a weak similarity resulting from no frameshifts can be a better 
indication of activity or structure of a query sequence, than a strong similarity resulting from two 
frameshifts. Preferably, three or fewer frameshifts are found in an alignment; more preferably two or 

20 fewer frameshifts; even more preferably, one or fewer frameshifts; even more preferably, no 
frameshifts are found in an alignment of query and profile or MS As. 

Conserved residues are those amino acids found at a particular position in all or some of the 
family or motif members. Alternatively, a position is considered conserved if only a certain class of 
amino acids is found in a particular position in all or some of the family members. For example, the N- 

25 terminal position can contain a positively charged amino acid, such as lysine, arginine, or histidine. 

Typically, a residue of a polypeptide is conserved when a class of amino acids or a single 
amino acid is found at a particular position in at least about 40% of all class members; more typically, 
at least about 50%; even more typically, at least about 60% of the members. Usually, a residue is 
conserved when a class or single amino acid is found in at least about 70% of the members of a family 

30 or motif; more usually, at least about 80%; even more usually, at least about 90%; even more usually, 
at least about 95%. 

A residue is considered conserved when three unrelated amino acids are found at a particular 
position in some or all of the members; more usually, two unrelated amino acids. These residues are 
conserved when the unrelated amino acids are found at particular positions in at least about 40% of all 
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class member, more typically, at least about 50%; even more typically, at least about 60% of the 
members. Usually, a residue is conserved when a class or single amino acid is found in at least about 
70% of the members of a family or motif; more usually, at least about 80%; even more usually, at least 
about 90%; even more usually, at least about 95%. 
5 A query sequence has similarity to a profile or MSA when the query sequence comprises at 

least about 25% of the conserved residues of the profile or MSA; more usually, at least about 30%; 
even more usually; at least about 40%. Typically, the query sequence has a stronger similarity to a 
profile sequence or MSA when the query sequence comprises at least about 45% of the conserved 
residues of the profile or MSA; more typically, at least about 50%; even more typically, at least about 
10 55%. 

Identification of Secreted & Membrane-Bound Polypeptides. Both secreted and membrane- 
bound polypeptides of the present invention are of particular interest For example, levels of secreted 
polypeptides can be assayed in body fluids that are convenient, such as blood, plasma, serum, and other 
body fluids such as urine, prostatic fluid and semen. Membrane-bound polypeptides are useful for 

15 constructing vaccine antigens or inducing an immune response. Such antigens would comprise all or 
part of the extracellular region of the membrane-bound polypeptides. Because both secreted and 
membrane-bound polypeptides comprise a fragment of contiguous hydrophobic amino acids, 
hydrophobicity predicting algorithms can be used to identify such polypeptides. 

A signal sequence is usually encoded by both secreted and membrane-bound polypeptide genes 

20 to direct a polypeptide to the surface of the cell. The signal sequence usually comprises a stretch of 
hydrophobic residues. Such signal sequences can fold into helical structures. Membrane-bound 
polypeptides typically comprise at least one transmembrane region that possesses a stretch of 
hydrophobic amino acids that can transverse the membrane. Some transmembrane regions also exhibit 
a helical structure. Hydrophobic fragments within a polypeptide can be identified by using computer 

25 algorithms. Such algorithms include Hopp & Woods, Proc. Natl. Acad. ScL USA (1981) 78:3824- 
3828; Kyte & Doolittle, J. Mol. Biol. (1982) 157: 105-132; and RAOAR algorithm, Degli Esposti et 
al., Eur. J. Biochem. (1990) 190: 207-219. 

Another method of identifying secreted and membrane-bound polypeptides is to translate the 
polynucleotides of the invention in all six frames and determine if at least 8 contiguous hydrophobic 

30 amino acids are present Those translated polypeptides with at least 8; more typically, 10; even more 
typically, 12 contiguous hydrophobic amino acids are considered to be either a putative secreted or 
membrane bound polypeptide. Hydrophobic amino acids include alanine, glycine, histidine, isoleucine, 
leucine, lysine, methionine, phenylalanine, proline, threonine, tryptophan, tyrosine, and valine 
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Identification of the Function of an Expression Product of a Full-Length Gene 

Ribozymes, antisense constructs, and dominant negative mutants can be used to determine 
function of the expression product of a gene corresponding to a polynucleotide provided herein. These 
methods and compositions are particularly useful where the provided novel polynucleotide exhibits no 
5 significant or substantial homology to a sequence encoding a gene of known functioa Antisense 
molecules and ribozymes can be constructed from synthetic polynucleotides. Typically, the 
phosphoramidite method of oligonucleotide synthesis is used. See Beaucage et al., Tet Lett. (198 1) 
22:1859 and XJSPN 4,668,777. Automated devices for synthesis are available to create 
oligonucleotides using this chemistry. Examples of such devices include Biosearch 8600, Models 392 

10 and 394 by Applied Biosystems, a division of Perkin-Elmer Corp., Foster City, California, USA; and 
Expedite by Perceptive Biosystems, Framingham, Massachusetts, USA. Synthetic RNA, phosphate 
analog oligonucleotides, and chemically derivatized oligonucleotides can also be produced, and can be 
covalently attached to other molecules. RNA oligonucleotides can be synthesized, for example, using 
RNA phosphoramidites. This method can be performed on an automated synthesizer, such as Applied 

15 Biosystems, Models 392 and 394, Foster City, California, USA. 

Phosphorothioate oligonucleotides can also be synthesized for antisense construction. A 
sulfurizing reagent, such as tetraethylthiruam disulfide (TETD) in acetonitrile can be used to convert 
the internucleotide cyanoethyl phosphite to the phosphorothioate triester within 15 minutes at room 
temperature. TETD replaces the iodine reagent, while all other reagents used for standard 

20 phosphoramidite chemistry remain the same. Such a synthesis method can be automated using Models 
392 and 394 by Applied Biosystems, for example. 

Oligonucleotides of up to 200 nt can be synthesized, more typically, 100 nt; more typically 50 
nt; even more typically, 30 to 40 nt These synthetic fragments can be annealed and ligated together to 
construct larger fragments. See, for example, Sambrook et al., supra. Trans-cleaving catalytic RNAs 

25 (ribozymes) are RNA molecules possessing endoribonuclease activity. Ribozymes are specifically 
designed for a particular target, and the target message must contain a specific nucleotide sequence. 
They are engineered to cleave any RNA species site-specifically in the background of cellular RNA. 
The cleavage event renders the mRNA unstable and prevents protein expressioa Importantly, 
ribozymes can be used to inhibit expression of a gene of unknown function for the purpose of 

30 determining its function in an in vitro or in vivo context, by detecting the phenotypic effect One 

commonly used ribozyme motif is the hammerhead, for which the substrate sequence requirements are 
minimal. Design of the hammerhead ribozyme, as well as therapeutic uses of ribozymes, are disclosed 
in Usman et al., Current Opin. Struct Biol. (1996) 6:527. Methods for production of ribozymes, 
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including hairpin structure ribozyme fragments, methods of increasing ribozyme specificity, and the 
like are known in the art 

The hybridizing region of the ribozyme can be modified or can be prepared as a branched 
structure as described in Horn and Urdea, Nucleic Acids Res. (1989) 17:6959. The basic structure of 
5 the ribozymes can also be chemically altered in ways familiar to those skilled in the art, and chemically 
synthesized ribozymes can be administered as synthetic oligonucleotide derivatives modified by 
monomeric units. In a therapeutic context, liposome mediated delivery of ribozymes improves cellular 
uptake, as described in Birikh et al., Eur. J. Biochem. (1997) 245:1. 

Antisense nucleic acids are designed to specifically bind to RNA, resulting in the formation of 

10 RNA-DNA or RNA-RNA hybrids, with an arrest of DNA replication, reverse transcription or 

messenger RNA translation. Antisense polynucleotides based on a selected polynucleotide sequence 
can interfere with expression of the corresponding gene. Antisense polynucleotides are typically 
generated within the cell by expression from antisense constructs that contain the antisense strand as 
the transcribed strand Antisense polynucleotides based on the disclosed polynucleotides will bind 

1 5 and/or interfere with the translation of mRNA comprising a sequence complementary to the antisense 
polynucleotide. The expression products of control cells and cells treated with the antisense construct 
are compared to detect the protein product of the gene corresponding to the polynucleotide upon which 
the antisense construct is based. The protein is isolated and identified using routine biochemical 
methods. 

20 Given the extensive background literature and clinical experience in antisense therapy, one 

skilled in the art can use selected polynucleotides of the invention as additional potential therapeutics. 
The choice of polynucleotide can be narrowed by first testing them for binding to "hot spot" regions of 
the genome of cancerous cells. If a polynucleotide is identified as binding to a "hot spot," testing the 
polynucleotide as an antisense compound in the corresponding cancer cells is warranted. 

25 As an alternative method for identifying function of the gene corresponding to a polynucleotide 

disclosed herein, dominant negative mutations are readily generated for corresponding proteins that are 
active as homomultimers. A mutant polypeptide will interact with wild-type polypeptides (made from 
the other allele) and form a non-functional multimer. Thus, a mutation is in a substrate-binding 
domain, a catalytic domain, or a cellular localization domain. Preferably, the mutant polypeptide will 

30 be overproduced. Point mutations are made that have such an effect. In addition, fusion of different 
polypeptides of various lengths to the terminus of a protein can yield dominant negative mutants. 
General strategies are available for making dominant negative mutants (see, e.g., Herskowitz, Nature 
(1987) 329:219). Such techniques can be used to create loss of fiinction mutations, which are useful 
for determining protein function. 
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Polypeptides and Variants Thereof 

The polypeptides of the invention include those encoded by the disclosed polynucleotides, as 
well as nucleic acids that, by virtue of the degeneracy of the genetic code, are not identical in sequence 
to the disclosed polynucleotides. Thus, the invention includes within its scope a polypeptide encoded 
5 by a polynucleotide having the sequence of any one of SEQ ID NOS: 1-60 10 or a variant thereof. 

In general, the term "polypeptide" as used herein refers to both the full length polypeptide 
encoded by the recited polynucleotide, the polypeptide encoded by the gene represented by the recited 
polynucleotide, as well as portions or fragments thereof "Polypeptides" also includes variants of the 
naturally occurring proteins, where such variants are homologous or substantially similar to the 

1 0 naturally occurring protein, and can be of an origin of the same or different species as the naturally 
occurring protein (e.g., human, murine, or some other species that naturally expresses the recited 
polypeptide, usually a mammalian species). In general, variant polypeptides have a sequence that has 
at least about 80%, usually at least about 90%, and more usually at least about 98% sequence identity 
with a differentially expressed polypeptide of the invention, as measured by BLAST 2.0 using the 

1 5 parameters described above. The variant polypeptides can be naturally or non-naturally glycosylated, 
i.e., the polypeptide has a glycosylation pattern that differs from the glycosylation pattern found in the 
corresponding naturally occurring protein. 

The invention also encompasses homologs of the disclosed polypeptides (or fragments thereof) 
where the homologs are isolated from other species, i.e. other animal or plant species, where such 

20 homologs, usually mammalian species, e.g. rodents, such as mice, rats; domestic animals, e.g., horse, 
cow, dog, cat; and humans. By "homolog" is meant a polypeptide having at least about 35%, usually 
at least about 40% and more usually at least about 60% amino acid sequence identity to a particular 
differentially expressed protein as identified above, where sequence identity is determined using the 
BLAST 2.0 algorithm, with the parameters described supra. 

25 In general, the polypeptides of the subject invention are provided in a non-naturally occurring 

environment, e.g. are separated from their naturally occurring environment In certain embodiments, 
the subject protein is present in a composition that is enriched for the protein as compared to a control. 
As such, purified polypeptide is provided, where by purified is meant that the protein is present in a 
composition that is substantially free of non-differentially expressed polypeptides, where by 

30 substantially free is meant that less than 90%, usually less than 60% and more usually less than 50% of 
the composition is made up of non-differentially expressed polypeptides. 

Also within the scope of the invention are variants; variants of polypeptides include mutants, 
fragments, and fusions. Mutants can include amino acid substitutions, additions or deletions. The 
amino acid substitutions can be conservative amino acid substitutions or substitutions to eliminate non- 
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essential amino acids, such as to alter a glycosylation site, a phosphorylation site or an acetylation site, 
or to minimize misfolding by substitution or deletion of one or more cysteine residues that are not 
necessary for function. Conservative amino acid substitutions are those that preserve the general 
charge, hydrophobicity/ hydrophilicity, and/or steric bulk of the amino acid substituted Variants can 
5 be designed so as to retain or have enhanced biological activity of a particular region of the protein 
(e.g., a functional domain and/or, where the polypeptide is a member of a protein family, a region 
associated with a consensus sequence). Selection of amino acid alterations for production of variants 
can be based upon the accessibility (interior vs. exterior) of the amino acid (see, e.g., Go et al, Int J. 
Peptide Protein Res. (1980) 15:21 1), the thermostability of the variant polypeptide (see, e.g., Querol et 

10 al., Prot. Eng. (1996) 9:265), desired glycosylation sites (see, e.g., Olsen and Thomsen, J. Gen. 
Microbiol. (1991) 137:579), desired disulfide bridges (see, e.g., Clarke et al., Biochemistry (1993) 
32:4322; and Wakarchuk et al., Protein Eng. (1994) 7: 1379), desired metal binding sites (see, e.g., 
Toma et al., Biochemistry (1991) 30:97, and Haezerbrouck et al., Protein Eng. (1993) 6:643), and 
desired substitutions within proline loops (see, e.g., Masul et al., Appl. Env. Microbiol (1994) 

15 60:3579). Cysteine-depleted muteins can be produced as disclosed in USPN 4,959,3 14. 

Variants also include fragments of the polypeptides disclosed herein, particularly haptens, 
biologically active fragments, and/or fragments corresponding to functional domains. Fragments of 
interest will typically be at least about 10 aa to at least about 15 aa in length, usually at least about 50 
aa in length, and can be as long as 300 aa in length or longer, but will usually not exceed about 1000 aa 

20 in length, where the fragment will have a stretch of amino acids that is identical to a polypeptide 
encoded by a polynucleotide having a sequence of any SEQ ID NOS: 1-6010, or a homolog thereof. 
The protein variants described herein are encoded by polynucleotides that are within the scope of the 
invention. The genetic code can be used to select the appropriate codons to construct the 
corresponding variants. 

25 Computer-Related Embodiments 

In general, a library of polynucleotides is a collection of sequence information, which 
information is provided in either biochemical form (e.g., as a collection of polynucleotide molecules), 
or in electronic form (e.g., as a collection of polynucleotide sequences stored in a computer-readable 
form, as in a computer system and/or as part of a computer program). The sequence information of the 

30 polynucleotides can be used in a variety of ways, e.g., as a resource for gene discovery, as a 

representation of sequences expressed in a selected cell type (e.g., cell type markers), and/or as markers 
of a given disease or disease state. In general, a disease marker is a representation of a gene product 
that is present in all cells affected by disease either at an increased or decreased level relative to a 
normal cell (e.g., a cell of the same or similar type that is not substantially affected by disease). For 
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example, a polynucleotide sequence in a library can be a polynucleotide that represents an mRNA, 
polypeptide, or other gene product encoded by the polynucleotide, that is either overexpressed or 
underexpressed in a breast ductal cell affected by cancer relative to a normal (i.e., substantially disease- 
free) breast cell. 

5 The nucleotide sequence information of the library can be embodied in any suitable form, e.g., 

electronic or biochemical forms. For example, a library of sequence information embodied in 
electronic form comprises an accessible computer data file (or, in biochemical form, a collection of 
nucleic acid molecules) that contains the representative nucleotide sequences of genes that are 
differentially expressed (e.g., overexpressed or underexpressed) as between, for example, i) a 

10 cancerous cell and a normal cell; ii) a cancerous cell and a dysplastic cell; iii) a cancerous cell and a cell 
affected by a disease or condition other than cancer; iv) a metastatic cancerous cell and a normal cell 
and/or non-metastatic cancerous cell; v) a malignant cancerous cell and a non-malignant cancerous cell 
(or a normal cell) and/or vi) a dysplastic cell relative to a normal cell. Other combinations and 
comparisons of cells affected by various diseases or stages of disease will be readily apparent to the 

15 ordinarily skilled artisan. Biochemical embodiments of the library include a collection of nucleic acids 
that have the sequences of the genes in the library, where the nucleic acids can correspond to the entire 
gene in the library or to a fragment thereof, as described in greater detail below. 

The polynucleotide libraries of the subject invention generally comprise sequence information 
of a plurality of polynucleotide sequences, where at least one of the polynucleotides has a sequence of 

20 airyof SEQIDNOS:1-6010. By plurality is meant at least 2, usually at least 3 and can include up to 
all of SEQ ID NOS: 1-6010. The length and number of polynucleotides in the library will vary with 
the nature of the library, e.g., if the library is an oligonucleotide array, a cDNA array, a computer 
database of the sequence information, etc. 

Where the library is an electronic library, the nucleic acid sequence information can be present 

25 in a variety of media. "Media" refers to a manufacture, other than an isolated nucleic acid molecule, 
that contains the sequence information of the present invention. Such a manufacture provides the 
genome sequence or a subset thereof in a form that can be examined by means not directly applicable 
to the sequence as it exists in a nucleic acid. For example, the nucleotide sequence of the present 
invention, e.g. the nucleic acid sequences of any of the polynucleotides of SEQ ID NOS: 1-6010, can 

30 be recorded on computer readable media, e.g. any medium that can be read and accessed directly by a 
computer. Such media include, but are not limited to: magnetic storage media, such as a floppy disc, a 
hard disc storage medium, and a magnetic tape; optical storage media such as CD-ROM; electrical 
storage media such as RAM and ROM; and hybrids of these categories such as magnetic/optical 
storage media. One of skill in the art can readily appreciate how any of the presently known computer 
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readable mediums can be used to create a manufacture comprising a recording of the present sequence 
information. "Recorded" refers to a process for storing information on computer readable medium, 
using any such methods as known in the art Any convenient data storage structure can be chosen, 
based on the means used to access the stored information. A variety of data processor programs and 
5 formats can be used for storage, e.g. word processing text file, database format, etc. In addition to the 
sequence information, electronic versions of the libraries of the invention can be provided in 
conjunction or connection with other computer-readable information and/or other types of computer- 
readable files (e.g., searchable files, executable files, etc, including, but not limited to, for example, 
search program software, etc.). 

10 By providing the nucleotide sequence in computer readable form, the information can be 

accessed for a variety of purposes. Computer software to access sequence information is publicly 
available. For example, the gapped BLAST (Altschul et al. Nucleic Acids Res, (1997) 25:3389-3402) 
and BLAZE (Brutlag et al. Comp. Chem. (1993) 17:203) search algorithms on a Sybase system can be 
used to identify open reading frames (ORFs) within the genome that contain homology to ORFs from 

15 other organisms. 

As used herein, "a computer-based system" refers to the hardware means, software means, and 
data storage means used to analyze the nucleotide sequence information of the present inventioa The 
minimum hardware of the computer-based systems of the present invention comprises a central 
processing unit (CPU), input means, output means, and data storage means. A skilled artisan can 
20 readily appreciate that any one of the currently available computer-based system are suitable for use in 
the present inventioa The data storage means can comprise any manufacture comprising a recording 
of the present sequence information as described above, or a memory access means that can access 
such a manufacture. 

"Search means" refers to one or more programs implemented on the computer-based system, 
25 to compare a target sequence or target structural motif, or expression levels of a polynucleotide in a 
sample, with the stored sequence information. Search means can be used to identify fragments or 
regions of the genome that match a particular target sequence or target motif. A variety of known 
algorithms are publicly known and commercially available, e.g. MacPattern (EMBL), BLASTN and 
BLASTX (NCBI). A "target sequence" can be any polynucleotide or amino acid sequence of six or 
30 more contiguous nucleotides or two or more amino acids, preferably from about 10 to 100 amino acids 
or from about 30 to 300 nt A variety of comparing means can be used to accomplish comparison of 
sequence information from a sample (e.g., to analyze target sequences, target motifs, or relative 
expression levels) with the data storage means. A skilled artisan can readily recognize that any one of 
the publicly available homology search programs can be used as the search means for the computer 
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based systems of the present invention to accomplish comparison of target sequences and motifs. 
Computer programs to analyze expression levels in a sample and in controls are also known in the art 

A "target structural moti£ ft or "target moti£ !l refers to any rationally selected sequence or 
combination of sequences in which the sequenced) are chosen based on a three-dimensional 
5 configuration that is formed upon the folding of the target motif, or on consensus sequences of 

regulatory or active sites. There are a variety of target motifs known in the art Protein target motifs 
include, but arc not limited to, enzyme active sites and signal sequences. Nucleic acid target motifs 
include, but are not limited to, hairpin structures, promoter sequences and other expression elements 
such as binding sites for transcription factors. 

10 A variety of structural formats for the input and output means can be used to input and output 

the information in the computer-based systems of the present inventioa One format for an output 
means ranks the relative expression levels of different polynucleotides. Such presentation provides a 
skilled artisan with a ranking of relative expression levels to determine a gene expression profile. 

As discussed above, the "library" of the invention also encompasses biochemical libraries of 

15 the polynucleotides of SEQ EDNOS:1-6010 , e.g., collections of nucleic acids representing the 

provided polynucleotides. The biochemical libraries can take a variety of forms, e.g., a solution of 
cDNAs, a pattern of probe nucleic acids stably associated with a surface of a solid support (i.e., an 
array) and the like. Of particular interest are nucleic acid arrays in which one or more of SEQ ID 
NOS:1-6010 is represented on the array. By amy is meant a an article of manufacture that has at least 

20 a substrate with at least two distinct nucleic acid targets on one of its surfaces, where the number of 
distinct nucleic acids can be considerably higher, typically being at least 10, usually at least 20, and 
often at least 25 distinct nucleic acid molecules. A variety of different array formats have been 
developed and are known to those of skill in the art. The arrays of the subject invention find use in a 
variety of applications, including gene expression analysis, drug screening, mutation analysis and the 

25 like, as disclosed in the above-listed exemplary patent documents. 

In addition to the above nucleic acid libraries, analogous libraries of polypeptides are also 
provided, where the polypeptides of the library will represent at least a portion of the polypeptides 
encoded by a gene corresponding to one or more of SEQ ID NOS: 1-60 10. 
Utilities 

30 The polynucleotides of the invention are useful in a variety of applications. Exemplary utilies 

of the polynucleotides of the invention are described below. 

Construction of Larger Molecules: Recombinant DNAs and Nucleic Acid Multimers. In one 
embodiment of particular interest, the polynucleotides described herein as useful as the building blocks 
for larger molecules. In one example, the polynucleotide is a component of a larger cDNA molecule 
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which in turn can be adapted for expression in a host cell (e.g., a bacterial or eukaryotic (e.g., yeast or 
mammalian) host cell). The cDNA can include, in addition to the polypeptide encoded by the starting 
material polynucleotide (/.e., a polynucleotide described herein), an amino acid sequence that is 
heterologous to the polypeptide encoded by the polynucleotide described herein (e.g., as in a sequence 
5 encoding a fusion protein). In some embodiments, the polynucleotides described herein is used as 
starting material polynucleotide for synthesizing all or a portion of the gene to which the described 
polynucleotide corresponds. For example, a DNA molecule encoding a full-length human polypeptide 
can be constructed using a polynucleotide described herein as starting material. 

In another embodiment, the polynucleotides of the invention are used in nucleic acid multimers 

10 . Nucleic acid multimers can be linear or branched polymers of the same repeating single-stranded 
oligonucleotide unit or different single-stranded oligonucleotide units. Where the molecules are 
branched, the multimers are generally described as either "fade" or "comb" structures. The 
oligonucleotide units of the multimer may be composed of RNA, DNA, modified nucleotides or 
combinations thereof. At least one of the units has a sequence, length, and composition that permits it 

15 to bind specifically to a first single-stranded nucleotide sequence of interest, typically analyte or an 
oligonucleotide bound to the anaryte. In order to achieve such specificity and stability, this unit will 
. normally be 15 to 50 nt, preferably 15 to 30 nt, in length and have a GC content in the range of 40% to 
60%. In addition to such unit(s), the multimer includes a multiplicity of units that are capable of 
hybridizing specifically and stably to a second single-stranded nucleotide of interest, typically a labeled 

20 oligonucleotide or another multimer. These units will also normally be 15 to 50 nt, preferably 15 to 30 
nt, in length and have a GC content in the range of 40% to 60%. When a multimer is designed to be 
hybridized to another multimer, the first and second oligonucleotide units are heterogeneous (different). 
One or more of the polynucleotides described herein, or a portion of a polynucleotide described herein, 
can be used as a repeating unit of such nucleic acid multimers. 

25 The total number of oligonucleotide units in the multimer will usually be in the range of 3 to 

50, more usually 10 to 20. In multimers in which the unit that hybridizes to the nucleotide sequence of 
interest is different from the unit that hybridizes to the labeled oligonucleotide, the number ratio of the 
latter to the former will usually be 2:1 to 30:1, more usually 5:1 to 20:1, and-preferably 10:1 to 15:1. 
The oligonucleotide units of the multimer may be covalently linked directly to each other 

30 through phosphodiester bonds or through interposed linking agents such as nucleic acid, amino acid, 
carbohydrate or polyol bridges, or through other cross-linking agents that are capable of cross-linking 
nucleic acid or modified nucleic acid strands. The site(s) of linkage may be at the ends of the unit (in 
either normal 3,-5* orientation or randomly oriented) and/or at one or more internal nucleotides in the 
strand. In linear multimers the individual units are linked end-to-end to form a linear polymer. In one 
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type of branched multimer three or more oligonucleotide units emanate from a point of origin to form a 
branched structure. The point of origin may be another oligonucleotide unit or a multifunctional 
molecule to which at least three units can be covalently bound. In another type, there is an 
oligonucleotide unit backbone with one or more pendant oligonucleotide units. These latter-type 
5 multimers are "fork-like", "comb-like" or combination "fork-" and "comb-like" in structure. The 
pendant units will normally depend from a modified nucleotide or other organic moiety having 
appropriate functional groups to which oligonucleotides may be conjugated or otherwise attached. The 
multimer may be totally linear, totally branched, or a combination of linear and branched portions. 
Preferably there will be at least two branch points in the multimer, more preferably at least 3, 

10 preferably 5 to 10. The multimer may include one or more segments of double-stranded sequences. 
Multimeric nucleic acid molecules are useful in amplifying the signal that results from 
hybridization of one the first sequence of the multimeric molecule to a target sequence. The 
amplification is theoretically proportional to the number of iterations of the second segment. 

Without being held to theory, forked structures of greater than about eight branches exhibited 

15 steric hindrance which inhibited binding of labeled probes to the multimer. On the other hand, comb 
structures exhibit little or no steric problems and are thus a preferred type of branched multimer. For a 
description of branched nucleic acid multimers of both the fork and comb types, as well as methods of 
use and synthesis, see, e.g., U.S. Pat. Nos. 5,124,246 (fork-type structures); 5,710,264 (synthesis of 
comb structures); and 5,849,48 1 . 

20 Use of Polynucleotide Probes in Mapping, and in Tissue Profiling. Polynucleotide probes, 

generally comprising at least 12 contiguous nt of a polynucleotide as shown in the Sequence Listing, 
. are used for a variety of purposes, such as chromosome mapping of the polynucleotide and detection of 
transcription levels. Additional disclosure about preferred regions of the disclosed polynucleotide 
sequences is found in the Examples. A probe that hybridizes specifically to a polynucleotide disclosed 

25 herein should provide a detection signal at least 5-, 10-, or 20-fold higher than the background 
hybridization provided with other unrelated sequences. 

Detection of Expression Levels. Nucleotide probes are used to detect expression of a gene 
corresponding to the provided polynucleotide. In Northern blots, mRNA is separated 
electrophoretically and contacted with a probe. A probe is detected as hybridizing to an mRNA species 

30 of a particular size. The amount of hybridization is quantitated to determine relative amounts of 

expression, for example under a particular condition. Probes are used for in situ hybridization to cells 
to detect expression. Probes can also be used in vivo for diagnostic detection of hybridizing sequences. 
Probes are typically labeled with a radioactive isotope. Other types of detectable labels can be used 
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such as chromophores, fluors, and enzymes. Other examples of nucleotide hybridization assays are 
described in WO92/02526 and USPN 5,124,246. 

Alternatively, the Polymerase Chain Reaction (PCR) is another means for detecting small 
amounts of target nucleic acids (see, e.g., Mullis et at, Meth EnzymoL (1987) 155:335; USPN 
5 4,683,195; and USPN 4,683,202). Two primer polynucleotides nucleotides that hybridize with the 
target nucleic acids are used to prime the reaction. The primers can be composed of sequence within or 
3' and 5' to the polynucleotides of the Sequence Listing. Alternatively, if the primers are 3' and 5' to 
these polynucleotides, they need not hybridize to them or the complements. After amplification of the 
target with a thermostable polymerase, the amplified target nucleic acids can be detected by methods 

1 0 known in the art, e.g., Southern blot mKNA or cDNA can also be detected by traditional blotting 
techniques (e.g., Southern blot, Northern blot, etc.) described in Sambrook et al., "Molecular Cloning: 
A Laboratory Manual" (New York, Cold Spring Harbor Laboratory, 1989) (e.g., without PCR 
amplification). In general, mRNA or cDNA generated from mRNA using a polymerase enzyme can be 
purified and separated using gel electrophoresis, and transferred to a solid support, such as 

15 nitrocellulose. The solid support is exposed to a labeled probe, washed to remove any unhybridized 
probe, and duplexes containing the labeled probe are detected. 

Mapping. Polynucleotides of the present invention can be used to identify a chromosome on 
which the corresponding gene resides. Such mapping can be useful in identifying the fimction of the 
polynucleotide-related gene by its proximity to other genes with known function. Function can also be 

20 assigned to the polynucleotide-related gene when particular syndromes or diseases map to the same 

chromosome. For example, use of polynucleotide probes in identification and quantification of nucleic 
acid sequence aberrations is described in USPN 5,783,387. An exemplary mapping method is 
fluorescence in situ hybridization (FISH), which facilitates comparative genomic hybridization to allow 
total genome assessment of changes in relative copy number of DNA sequences (see, e.g., Valdes et 

25 al., Methods in Molecular Biology (1997) 68: 1). Polynucleotides can also be mapped to particular 
chromosomes using, for example, radiation hybrids or chromosome-specific hybrid panels. See Leach 
et al., Advances in Genetics, (1995) 33:63-99; Walter et al., Nature Genetics (1994) 7:22; Walter and 
Goodfellow, Trends in Genetics (1992) 9:352. Panels for radiation hybrid mapping are available from 
Research Genetics, Inc., Huntsville, Alabama, USA. Databases for markers using various panels are 

30 available via the world wide web at sites supported by the Stanford Human Genome Center (Stanford 
University) and the Whitehead Institute for Biomedical Research/MIT Center for Genome Research. 
The statistical program RHMAP can be used to construct a map based on the data from radiation 
hybridization with a measure of the relative likelihood of one order versus another. RHMAP is 
available via the world wide web at a site supported by the University of Michigan. In addition, 
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commercial programs are available for identifying regions of chromosomes commonly associated with 
disease, such as cancer. 

Tissue Typing or Profiling. Expression of specific mRNA corresponding to the provided 
polynucleotides can vary in different cell types and can be tissue-specific. This variation of mRNA 
5 levels in different cell types can be exploited with nucleic acid probe assays to determine tissue types. 
For example, PCR, branched DNA probe assays, or blotting techniques utilizing nucleic acid probes 
substantially identical or complementary to polynucleotides listed in the Sequence Listing can 
determine the presence or absence of the corresponding cDNA or mRNA 

Tissue typing can be used to identify the developmental organ or tissue source of a metastatic 

1 0 lesion by identifying the expression of a particular marker of that organ or tissue. If a polynucleotide is 
expressed only in a specific tissue type, and a metastatic lesion is found to express that polynucleotide, 
then the developmental source of the lesion has been identified. Expression of a particular 
polynucleotide can be assayed by detection of either the corresponding mRNA or the protein product. 
As would be readily apparent to any forensic scientist, the sequences disclosed herein are useful in 

15 differentiating human tissue from non-human tissue. In particular, these sequences are useful to 
differentiate human tissue from bird, reptile, and amphibian tissue, for example. 

Use of Polymorphisms . A polynucleotide of the invention can be used in forensics, genetic 
analysis, mapping, and diagnostic applications where the corresponding region of a gene is 
polymorphic in the human population. Any means for detecting a polymorphism in a gene can be used, 

20 including, but not limited to electrophoresis of protein polymorphic variants, differential sensitivity to 
restriction enzyme cleavage, and hybridization to allele-specific probes. 

Antibody Productioa Expression products of a polynucleotide of the invention, as well as the 
corresponding mRNA, cDNA, or complete gene, can be prepared and used for raising antibodies for 
experimental, diagnostic, and therapeutic purposes. For polynucleotides to which a corresponding gene 

25 has not been assigned, this provides an additional method of identifying the corresponding gene. The 
polynucleotide or related cDNA is expressed as described above, and antibodies are prepared. These 
antibodies are specific to an epitope on the polypeptide encoded by the polynucleotide, and can 
precipitate or bind to the corresponding native protein in a cell or tissue preparaticm or in a cell-free 
extract of an in vitro expression system. 

3 0 Methods for production of antibodies that specifically bind a selected antigen are well known 

in the art. Immunogens for raising antibodies can be prepared by mixing a polypeptide encoded by a 
polynucleotide of the invention with an adjuvant, and/or by making fusion proteins with larger 
immunogenic proteins. Polypeptides can also be covalently linked to other larger immunogenic 
proteins, such as keyhole limpet hemocyanin. Immunogens are typically administered intradermally, 
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subcutaneously, or intramuscularly to experimental animals such as rabbits, sheep, and mice, to 
generate antibodies. Monoclonal antibodies can be generated by isolating spleen cells and fusing 
myeloma cells to form hybridomas. Alternatively, the selected polynucleotide is administered directly, 
such as by intramuscular injection, and expressed in vivo. The expressed protein generates a variety of 
5 protein-specific immune responses, including production of antibodies, comparable to administration 
of the protein. 

Preparations of polyclonal and monoclonal antibodies specific for polypeptides encoded by a 
selected polynucleotide are made using standard methods known in the art The antibodies specifically 
bind to epitopes present in the polypeptides encoded by polynucleotides disclosed in the Sequence 

10 Listing. Typically, at least 6, 8, 10, or 12 contiguous amino acids are required to form an epitope. 
Epitopes that involve non-contiguous amino acids may require a longer polypeptide, e.g., at least 15, 
25, or 50 amino acids. Antibodies that specifically bind to human polypeptides encoded by the 
provided polypeptides should provide a detection signal at least 5-, 10-, or 20-fold higher than a 
detection signal provided with other proteins when used in Western blots or other immunochemical 

15 assays. Preferably, antibodies that specifically bind polypeptides contemplated by the invention do not 
bind to other proteins in immunochemical assays at detectable levels and can immunoprecipitate the 
specific polypeptide from solution. 

The invention also contemplates naturally occurring antibodies specific for a polypeptide of 
the inventioa For example, serum antibodies to a polypeptide of the invention in a human population 

20 can be purified by methods well known in the art, e.g., by passing antiserum over a column to which 
the corresponding selected polypeptide or fusion protein is bound. The bound antibodies can then be 
eluted from the column, for example, using a buffer with a high salt concentratioa 

In addition to the antibodies discussed above, the invention also contemplates genetically 
engineered antibodies antibodies (e.g., chimeric antibodies, humanized antibodies, human antibodies 

25 produced by a transgenic animal (e.g., a transgenic mouse such as the XenomousTM), antibody 

derivatives (e.g., single chain antibodies, antibody fragments (e.g., Fab, etc.)), according to methods 

well known in the art. 

Polynucleotides or Arrays for Diagnostics. 

Polynucleotide arrays provide a high throughput technique that can assay a large number of 

30 polynucleotides in a sample. This technology can be used as a diagnostic and as tool to test for 
differential expression expression, e.g., to determine function of an encoded protein. A variety of 
methods of producing arrays, as well as variations of these methods, are known in the art and 
contemplated for use in the inventioa For example, arrays can be created by spotting polynucleotide 
probes onto a substrate (e.g., glass, nitrocellulose, etc.) in a two-dimensional matrix or array having 
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bound probes. The probes can be bound to the substrate by either covalent bonds or by non-specific 
interactions, such as hydrophobic interactions. Samples of polynucleotides can be detectably labeled 
(e.g., using radioactive or fluorescent labels) and then hybridized to the probes. Double stranded 
polynucleotides, comprising the labeled sample polynucleotides bound to probe polynucleotides, can be 
5 detected once the unbound portion of the sample is washed away. Alternatively, the polynucleotides of 
the test sample can be immobilized on the array, and the probes detectably labeled. Techniques for 
constructing arrays and methods of using these arrays are described in, for example, Schena et al. 
(1996) Proc Natl Acad Sci USA. 93(20): 10614-9; Schena et al. (1995) Science 270(5235):467-70; 
Shalon et al. (1996) Genome Res. 6(7):639-45, USPN 5,807,522, EP 799 897; WO 97/29212; WO 

10 97/273 17; EP 785 280; WO 97/02357; USPN 5,593,839; USPN 5,578,832; EP 728 520; 
USPN 5,599,695; EP 721 016; USPN 5,556,752; WO 95/22058; and USPN 5,63 1,734. 

Arrays can be used to, for example, examine differential expression of genes and can be used 
to determine gene function. For example, arrays can be used to detect differential expression of a gene 
corresponding to a polynucleotide of the invention, where expression is compared between a test cell 

15 and control cell (e.g., cancer cells and normal cells). For example, high expression of a particular 
message in a cancer cell, which is not observed in a corresponding normal cell, can indicate a cancer 
specific gene product Exemplary uses of arrays are further described in, for example, Pappalarado et 
al., Sem. Radiation Oncol. (1998) 8:217; and Ramsay Nature Biotechnol. (1998) 16:40. Furthermore, 
many variations on methods of detection using arrays are well within the skill in the art and within the 

20 scope of the present invention. For example, rather than immobilizing the probe to a solid support, the 
test sample can be immobilized on a solid support which is then contacted with the probe. 
Differential Expression in Diagnosis 

The polynucleotides of the invention can also be used to detect differences in expression levels 
between two cells, e.g., as a method to identify abnormal or diseased tissue in a human. For 

25 polynucleotides corresponding to profiles of protein families, the choice of tissue can be selected 

according to the putative biological function In general, the expression of a gene corresponding to a 
specific polynucleotide is compared between a first tissue that is suspected of being diseased and a 
second, normal tissue of the human. The tissue suspected of being abnormal or diseased can be 
derived from a different tissue type of the human, but preferably it is derived from the same tissue type; 

30 for example, an intestinal polyp or other abnormal growth should be compared with normal intestinal 
tissue. The normal tissue can be the same tissue as that of the test sample, or any normal tissue of the 
patient, especially those that express the polynucleotide-related gene of interest (e.g., brain, thymus, 
testis, heart, prostate, placenta, spleen, small intestine, skeletal muscle, pancreas, and the mucosal 
lining of the colon). A difference between the polynucleotide-related gene, mRNA, or protein in the 
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two tissues which are compared, for example, in molecular weight, amino acid or nucleotide sequence, 
or relative abundance, indicates a change in the gene, or a gene which regulates it, in the tissue of the 
human that was suspected of being diseased. Examples of detection of differential expression and its 
use in diagnosis of cancer are described in USPNs 5,688,641 and 5,677,125. 
5 A genetic predisposition to disease in a human can also be detected by comparing expression 

levels of an mRNA or protein corresponding to a polynucleotide of the invention in a fetal tissue with 
levels associated in normal fetal tissue. Fetal tissues that are used for this purpose include, but are not 
limited to, amniotic fluid, chorionic villi, blood, and the blastomere of an in vitro-fertilized embryo. 
The comparable normal polynucleotide-related gene is obtained from any tissue. The mRNA or 

1 0 protein is obtained from a normal tissue of a human in which the polynucleotide-related gene is 

expressed. Differences such as alterations in the nucleotide sequence or size of the same product of the 
fetal polynucleotide-related gene or mRNA, or alterations in the molecular weight, amino acid 
sequence, or relative abundance of fetal protein, can indicate a germline mutation in the polynucleotide- 
related gene of the fetus, which indicates a genetic predisposition to disease. In general, diagnostic, 

15 prognostic, and other methods of the invention based on differential expression involve detection of a 
level or amount of a gene product, particularly a differentially expressed gene product, in a test sample 
obtained from a patient suspected of having or being susceptible to a disease (e.g., breast cancer, lung 
cancer, colon cancer and/or metastatic forms thereof), and comparing the detected levels to those levels 
found in normal cells (e.g., cells substantially unaffected by cancer) and/or other control cells (e.g., to 

20 differentiate a cancerous cell from a cell affected by dysplasia). Furthermore, the severity of the 
disease can be assessed by comparing the detected levels of a differentially expressed gene product 
with those levels detected in samples representing the levels of differentially expressed gene product 
associated with varying degrees of severity of disease. It should be noted that use of the term 
"diagnostic" herein is not necessarily meant to exclude "prognostic" or "prognosis," but rather is used 

25 as a matter of convenience. 

The term "differentially expressed gene" is generally intended to encompass a polynucleotide 
that can, for example, include an open reading frame encoding a gene product (e.g., a polypeptide), 
and/or introns of such genes and adjacent 5 f and 3 1 non-coding nucleotide sequences involved in the 
regulation of expression, up to about 20 kb beyond the coding region, but possibly further in either 

30 direction The gene can be introduced into an appropriate vector for extrachromosomal maintenance or 
for integration into a host genome. In general, a difference in expression level associated with a 
decrease in expression level of at least about 25%, usually at least about 50% to 75%, more usually at 
least about 90% or more is indicative of a differentially expressed gene of interest, i.e., a gene that is 
underexpressed or down-regulated in the test sample relative to a control sample. Furthermore, a 
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difference in expression level associated with an increase in expression of at least about 25%, usually 
at least about 50% to 75%, more usually at least about 90% and can be at least about Infold, usually 
at least about 2-fold to about 10-fold, and can be about 100-fold to about 1,000-fold increase relative 
to a control sample is indicative of a differentially expressed gene of interest, i.e., an overexpressed or 
5 up-regulated gene. 

"Differentially expressed polynucleotide" as used herein means a nucleic acid molecule (RNA 
or DNA) comprising a sequence that represents a differentially expressed gene, e.g., the differentially 
expressed polynucleotide comprises a sequence (e.g., an open reading frame encoding a gene product) 
that uniquely identifies a differentially expressed gene so that detection of the differentially expressed 

1 0 polynucleotide in a sample is correlated with the presence of a differentially expressed gene in a 
sample. "Differentially expressed polynucleotide" is also meant to encompass fragments of the 
disclosed polynucleotides, e.g., fragments retaining biological activity, as well as nucleic acids 
homologous, substantially similar, or substantially identical (e.g., having about 90% sequence identity) 
to the disclosed polynucleotides. 

15 Methods of the subject invention useful in diagnosis or prognosis typically involve comparison 

of the abundance of a selected differentially expressed gene product in a sample of interest with that of 
a control to determine any relative differences in the expression of the gene product, where the 
difference can be measured qualitatively and/or quantitatively. Quantitation can be accomplished, for 
example, by comparing the level of expression product detected in the sample with the amounts of 

20 product present in a standard curve. A comparison can be made visually; by using a technique such as 
densitometry, with or without computerized assistance; by preparing a representative library of cDNA 
clones of mRNA isolated from a test sample, sequencing the clones in the library to determine that 
number of cDNA clones corresponding to the same gene product, and analyzing the number of clones 
corresponding to that same gene product relative to the number of clones of the same gene product in a 

25 control sample; or by using an array to detect relative levels of hybridization to a selected sequence or 
set of sequences, and comparing the hybridization pattern to that of a control. The differences in 
expression are then correlated with the presence or absence of an abnormal expression pattern. A 
variety of different methods for determining the nucleic acid abundance in a sample are known to those 
of skill in the art (see, e.g., WO 97/27317). 

30 In general, diagnostic assays of the invention involve detection of a gene product of a 

polynucleotide sequence (e.g., mRNA or polypeptide) that corresponds to a sequence of SEQ ID 
NOS: 1-6010. The patient from whom the sample is obtained can be apparently healthy, susceptible to 
disease (e.g., as determined by family history or exposure to certain environmental factors), or can 
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already be identified as having a condition in which altered expression of a gene product of the 
invention is implicated. 

Diagnosis can be determined based on detected gene product expression levels of a gene 
product encoded by at least one, preferably at least two or more, at least 3 or more, or at least 4 or more 
5 of the polynucleotides having a sequence set forth in SEQ ID NOS : 1 -60 1 0, and can involve detection 
of expression of genes corresponding to all of SEQ ID NOS:1-6010 and/or additional sequences that 
can serve as additional diagnostic markers and/or reference sequences. Where the diagnostic method is 
designed to detect the presence or susceptibility of a patient to cancer, the assay preferably involves 
detection of a gene product encoded by a gene corresponding to a polynucleotide that is differentially 

10 expressed in cancer. Examples of such differentially expressed polynucleotides are described in the 
Examples below. Given the provided polynucleotides and information regarding their relative 
expression levels provided herein, assays using such polynucleotides and detection of their expression 
levels in diagnosis and prognosis will be readily apparent to the ordinarily skilled artisan. 

Any of a variety of detectable labels can be used in connection with the various embodiments 

15 of the diagnostic methods of the inventioa Suitable detectable labels include fluorochromes,(e.g. 
fluorescein isothiocyanate (FITC), rhodamine, Texas Red, phycoerythrin, allophycocyanin, 6- 
carboxyfluorescein (6-FAM), 2 ' ,7 ' -dimethoxy-4 5 5 5 '-dicMorcH6 -carboxyfluoresceiri, 6-carboxy-X- 
rhodamine (ROX), 6K>arboxy-2\4\7\4,7-hexachlorofluorescein (HEX), 5-carboxyfluorescein 
(5-FAM) or N,N,N\N'4etramethyl-6-carbo^rhodamine (TAMRA)), radioactive labels, (e.g. 32P, 

20 35S, 3H, etc.), and the like. The detectable label can involve a two stage systems (e.g., biotin-avidin, 
hapten-anti-hapten antibody, etc.). 

Reagents specific for the polynucleotides and polypeptides of the invention, such as antibodies 
and nucleotide probes, can be supplied in a kit for detecting the presence of an expression product in a 
biological sample. The kit can also contain buffers or labeling components, as well as instructions for 

25 using the reagents to detect and quantify expression products in the biological sample. Exemplaiy 
embodiments of the diagnostic methods of the invention are described below in more detail. 

Polypeptide detection in diagnosis. In one embodiment, the test sample is assayed for the level 
of a differentially expressed polypeptide. Diagnosis can be accomplished using any of a number of 
methods to determine the absence or presence or altered amounts of the differentially expressed 

30 polypeptide in the test sample. For example, detection can utilize staining of cells or histological 
sections with labeled antibodies, performed in accordance with conventional methods. Cells can be 
permeabilized to stain cytoplasmic molecules. In general, antibodies that specifically bind a 
differentially expressed polypeptide of the invention are added to a sample, and incubated for a period 
of time sufficient to allow binding to the epitope, usually at least about 10 minutes. The antibody can 
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be detectably labeled for direct detection (e.g., using radioisotopes, enzymes, fluorescein, 
chemiluminescers, and the like), or can be used in conjunction with a second stage antibody or reagent 
to detect binding (e.g., biotin with horseradish peroxidase-conjugated avidin, a secondary antibody 
conjugated to a fluorescent compound, e.g. fluorescein, rhodamine, Texas red, etc.). The absence or 
5 presence of antibody binding can be determined by various methods, including flow cytometry of 
dissociated cells, microscopy, radiography, scintillation counting, etc. Any suitable alternative 
methods of qualitative or quantitative detection of levels or amounts of differentially expressed 
polypeptide can be used, for example, ELIS A, western blot, immunoprecipitation, radioimmunoassay, 
etc. 

10 mRNA detection. The diagnostic methods of the invention can also or alternatively involve 

detection of mRNA encoded by a gene corresponding to a differentially expressed polynucleotide of the 
invention. Any suitable qualitative or quantitative methods known in the art for detecting specific 
mRNAs can be used mRNA can be detected by, for example, in situ hybridization in tissue sections, 
by reverse transcriptase-PCR, or in Northern blots containing poly A+ mRNA. One of skill in the art 

15 can readily use these methods to determine differences in the size or amount of mRNA transcripts 

between two samples. mRNA expression levels in a sample can also be determined by generation of a 
library of expressed sequence tags (ESTs) from the sample, where the EST library is representative of 
sequences present in the sample (Adams, et al., (1991) Science 252:1651). Enumeration of the relative 
representation of ESTs within the library can be used to approximate the relative representation of the 

20 gene transcript within the starting sample. The results of EST analysis of a test sample can then be 
compared to EST analysis of a reference sample to determine the relative expression levels of a 
selected polynucleotide, particularly a polynucleotide corresponding to one or more of the differentially 
expressed genes described herein. Alternatively, gene expression in a test sample can be performed 
using serial analysis of gene expression (SAGE) methodology (e.g., Velculescu et al., Science (1995) 

25 270:484) or differential display (DD) methodology (see, e.g., USPN 5,776,683 and USPN 5,807,680). 

Alternatively, gene expression can be analyzed using hybridization analysis. Oligonucleotides 
or cDNA can be used to selectively identify or capture DNA or RNA of specific sequence composition, 
and the amount of RNA or cDNA hybridized to a known capture sequence determined qualitatively or 
quantitatively, to provide information about the relative representation of a particular message within 

30 the pool of cellular messages in a sample. Hybridization analysis can be designed to allow for 
concurrent screening of the relative expression of hundreds to thousands of genes by using, for 
example, array-based technologies having high density formats, including filters, microscope slides, or 
microchips, or solution-based technologies that use spectroscopic analysis (e.g., mass spectrometry). 
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One exemplary use of arrays in the diagnostic methods of the invention is described below in more 
detail. 

Use of a single gene in diagnostic applications. The diagnostic methods of the invention can 
focus on the expression of a single differentially expressed gene. For example, the diagnostic method 
5 can involve detecting a differentially expressed gene, or a polymorphism of such a gene (e.g., a 

polymorphism in a coding region or control region), that is associated with disease. Disease-associated 
polymorphisms can include deletion or truncation of the gene, mutations that alter expression level 
and/or affect activity of the encoded protein, etc. 

A number of methods are available for analyzing nucleic acids for the presence of a specific 

10 sequence, e.g. a disease associated polymorphism. Where large amounts of DNA are available, 

genomic DNA is used directly. Alternatively, the region of interest is cloned into a suitable vector and 
grown in sufficient quantity for analysis. Cells that express a differentially expressed gene can be used 
as a source of mRNA, which can be assayed directly or reverse transcribed into cDNA for analysis. 
The nucleic acid can be amplified by conventional techniques, such as the polymerase chain reaction 

15 (PCR), to provide sufficient amounts for analysis, and a detectable label can be included in the 

amplification reaction (e.g., using a detectably labeled primer or detectably labeled oligonucleotides) to 
facilitate detectioa Alternatively, various methods are also known in the art that utilize oligonucleotide 
ligation as a means of detecting polymorphisms, see, e.g., Riley et al., Nucl. Acids Res. (1990) 
18:2887; andDelahuntyetal., Am. J. Hum. Genet. (1996) 58:1239. 

20 The amplified or cloned s ample nucleic acid can be analyzed by one of a number of methods 

known in the art. The nucleic acid can be sequenced by dideoxy or other methods, and the sequence of 
bases compared to a selected sequence, e.g., to a wild-type sequence. Hybridization with the 
polymorphic or variant sequence can also be used to determine its presence in a sample (e.g., by 
Southern blot, dot blot, etc.). The hybridization pattern of a polymorphic or variant sequence and a 

25 control sequence to an array of oligonucleotide probes immobilized on a solid support, as described in 
US 5,445,934, or in WO 95/35505, can also be used as a means of identifying polymorphic or variant 
sequences associated with disease. Single strand conformational polymorphism (SSCP) analysis, 
denaturing gradient gel electrophoresis (DGGE), and heteroduplex analysis in gel matrices are used to 
detect conformational changes created by DNA sequence variation as alterations in electrophoretic 

30 mobility. Alternatively, where a polymorphism creates or destroys a recognition site for a restriction 
endonuclease, the sample is digested with that endonuclease, and the products size fractionated to 
determine whether the fragment was digested. Fractionation is performed by gel or capillary 
electrophoresis, particularly acrylamide or agarose gels. 
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Screening for mutations in a gene can be based on the functional or antigenic characteristics of 
the protein. Protein truncation assays are useful in detecting deletions that can affect the biological 
activity of the protein. Various immunoassays designed to detect polymorphisms in proteins can be 
used in screening. Where many diverse genetic mutations lead to a particular disease phenotype, 
5 functional protein assays have proven to be effective screening tools. The activity of the encoded 
protein can be determined by comparison with the wild-type protein. 
Diagnosis. Prognosis. Assessment of Therapy (Therametrics). and Management of Cancer 

The polynucleotides of the invention, as well as their gene products, are of particular interest 
as genetic or biochemical markers (e.g., in blood or tissues) that will detect the earliest changes along 

10 the carcinogenesis pathway and/or to monitor the efficacy of various therapies and preventive 

interventions. For example, the level of expression of certain polynucleotides can be indicative of a 
poorer prognosis, and therefore warrant more aggressive chemo- or radio-therapy for a patient or vice 
versa. The correlation of novel surrogate tumor specific features with response to treatment and 
outcome in patients can define prognostic indicators that allow the design of tailored therapy based on 

15 the molecular profile of the tumor. These therapies include antibody targeting, antagonists (e.g., small 
molecules), and gene therapy. Determining expression of certain polynucleotides and comparison of a 
patient's profile with known expression in normal tissue and variants of the disease allows a 
determination of the best possible treatment for a patient, both in terms of specificity of treatment and 
in terms of comfort level of the patient. Surrogate tumor markers, such as polynucleotide expression, 

20 can also be used to better classify, and thus diagnose and treat, different forms and disease states of 
cancer. Two classifications widely used in oncology that can benefit from identification of the 
expression levels of the genes corresponding to the polynucleotides of the invention are staging of the 
cancerous disorder, and grading the nature of the cancerous tissue. 

The polynucleotides that correspond to differentially expressed genes, as well as their encoded 

25 gene products, can be useful to monitor patients having or susceptible to cancer to detect potentially 
malignant events at a molecular level before they are detectable at a gross morphological level. In 
addition, the polynucleotides of the invention, as well as the genes corresponding to such 
polynucleotides, can be useful as therametrics, e.g., to assess the effectiveness of therapy by using the 
polynucleotides or their encoded gene products, to assess, for example, tumor burden in the patient 

3 0 before, during, and after therapy. 

Furthermore, a polynucleotide identified as corresponding to a gene that is differentially 
expressed in, and thus is important for, one type of cancer can also have implications for development 
or risk of development of other types of cancer, e.g., where a polynucleotide represents a gene 
differentially expressed across various cancer types. Thus, for example, expression of a polynucleotide 
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corresponding to a gene that has clinical implications for metastatic colon cancer can also have clinical 
implications for stomach cancer or endometrial cancer. 

Staging. Staging is a process used by physicians to describe how advanced the cancerous state 
is in a patient. Staging assists the physician in determining a prognosis, planning treatment and 
5 evaluating the results of such treatment Staging systems vary with the types of cancer, but generally 
involve the following "TNM" system: the type of tumor, indicated by T; whether the cancer has 
metastasized to nearby lymph nodes, indicated by N; and whether the cancer has metastasized to more 
distant parts of the body, indicated by M. Generally, if a cancer is only detectable in the area of the 
primary lesion without having spread to any lymph nodes it is called Stage I. If it has spread only to 

10 the closest lymph nodes, it is called Stage EL In Stage HI, the cancer has generally spread to the lymph 
nodes in near proximity to the site of the primary lesion. Cancers that have spread to a distant part of 
the body, such as the liver, bone, brain or other site, are Stage IV, the most advanced stage. 

The polynucleotides of the invention can facilitate fine-tuning of the staging process by 
identifying markers for the aggresivity of a cancer, e.g., the metastatic potential, as well as the presence 

15 in different areas of the body. Thus, a Stage II cancer with a polynucleotide signifying a high 

metastatic potential cancer can be used to change a borderline Stage II tumor to a Stage in tumor, 
justifying more aggressive therapy. Conversely, the presence of a polynucleotide signifying a lower 
metastatic potential allows more conservative staging of a tumor. 

Grading of cancers. Grade is a term used to describe how closely a tumor resembles normal 

20 tissue of its same type. The microscopic appearance of a tumor is used to identify tumor grade based 
on parameters such as cell morphology, cellular organization, and other markers of differentiation. As 
a general rule, the grade of a tumor corresponds to its rate of growth or aggressiveness, with 
undifferentiated or high-grade tumors being more aggressive than well-differentiated or low-grade 
tumors. The following guidelines are generally used for grading tumors: 1) GX Grade cannot be 

25 assessed; 2) Gl Well differentiated; 3) G2 Moderately well differentiated; 4) G3 Poorly differentiated; 
5) G4 Undifferentiated The polynucleotides of the invention can be especially valuable in determining 
the grade of the tumor, as they not only can aid in detennining the differentiation status of the cells of a 
tumor, they can also identify factors other than differentiation that are valuable in detennining the 
aggressiveness of a tumor, such as metastatic potential. 

30 Detection of colon cancer. The polynucleotides corresponding to genes that exhibit the 

appropriate expression pattern can be used to detect colon cancer in a subject. Colorectal cancer is one 
of the most common neoplasms in humans and perhaps the most frequent form of hereditary neoplasia. 
Prevention and early detection are key factors in controlling and curing colorectal cancer. Colorectal 
cancer begins as polyps, which are small, benign growths of cells that form on the inner lining of the 
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coloa Over a period of several years, some of these polyps accumulate additional mutations and 
become cancerous. Multiple familial colorectal cancer disorders have been identified, which are 
summarized as follows: 1) Familial adenomatous polyposis (FAP); 2) Gardner's syndrome; 3) 
Hereditary nonpolyposis colon cancer (HNPCC); and 4) Familial colorectal cancer in Ashkenazi Jews. 
5 The expression of appropriate polynucleotides of the invention can be used in the diagnosis, prognosis 
and management of colorectal cancer. Detection of colon cancer can be determined using expression 
levels of any of these sequences alone or in combination with the levels of expression. Determination 
of the aggressive nature and/or the metastatic potential of a colon cancer can be determined by 
comparing levels of one or more polynucleotides of the invention and comparing total levels of another 

10. sequence known to vaiy in cancerous tissue, e.g., expression of p53, DCC ras, lor FAP (see, e.g., 

Fearon ER, et aL, Cell (1990) 61(5):759; Hamilton SR et al, Cancer (1993) 72:957; Bodmer W, et al., 
Nat Genet (1994) 4(3):217; Fearon ER, Ann N Y Acad Sci. (1995) 768:101). For example, 
development of colon cancer can be detected by examining the ratio of any of the polynucleotides of 
the invention to the levels of oncogenes (e.g., ras) or tumor suppressor genes (e.g., FAP or p53). Thus, 

15 expression of specific marker polynucleotides can be used to discriminate between normal and 
cancerous colon tissue, to discriminate between colon cancers with different cells of origin, to 
discriminate between colon cancers with different potential metastatic rates, etc. For a review of 
markers of cancer, see, e.g., Hanahan et al. (2000) Cell 100:57-70. 

Detection of prostate cancer. The polynucleotides and their corresponding genes and gene 

20 products exhibiting the appropriate differential expression pattern can be used to detect prostate cancer 
in a subject Over 95% of primary prostate cancers are adenocarcinomas. Signs and symptoms may 
include: frequent urination, especially at night; inability to urinate; trouble starting or holding back 
urination; a weak or interrupted urine flow; and frequent pain or stillness in the lower back, hips or 
upper thighs. 

25 Many of the signs and symptoms of prostate cancer can be caused by a variety of other non- 

cancerous conditions. For example, one common cause of many of these signs and symptoms is a 
condition called benign prostatic hypertrophy, or BPHL In BPH, the prostate gets bigger and may block 
the flow of urine or interfere with sexual functioa The methods and compositions of the invention can 
be used to distinguish between prostate cancer and such non-cancerous conditions. The methods of the 

30 invention can be used in conjunction with conventional methods of diagnosis, e.g., digital rectal exam 
and/or detection of the level of prostate specific antigen (PSA), a substance produced and secreted by 
the prostate. 

Detection of breast cancer. The majority of breast cancers are adenocarcinoma subtypes, 
which can be summarized as follows: 1) ductal carcinoma in situ (DCIS), including comedocarcinoma; 
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2) infiltrating (or invasive) ductal carcinoma (IDC); 3) lobular carcinoma in situ (LCIS); 4) infiltrating 
(or invasive) lobular carcinoma (ILC); 5) inflammatory breast cancer; 6) medullary carcinoma; 7) 
mucinous carcinoma; 8) Paget's disease of the nipple; 9) Phyllodes tumor, and 10) tubular carcinoma; 
The expression of polynucleotides of the invention can be used in the diagnosis and 
5 management of breast cancer, as well as to distinguish between types of breast cancer. Detection of 
breast cancer can be determined using expression levels of any of the appropriate polynucleotides of 
the invention, either alone or in combination. Determination of the aggressive nature and/or the 
metastatic potential of a breast cancer can also be determined by comparing levels of one or more 
polynucleotides of the invention and comparing levels of another sequence known to vary in cancerous 

1 0 tissue, e.g., ER expression. In addition, development of breast cancer can be detected by examining the 
ratio of expression of a differentially expressed polynucleotide to the levels of steroid hormones (e.g., 
testosterone or estrogen) or to other hormones (e.g., growth hormone, insulin). Thus, expression of 
specific marker polynucleotides can be used to discriminate between normal and cancerous breast 
tissue, to discriminate between breast cancers with different cells of origin, to discriminate between 

1 5 breast cancers with different potential metastatic rates, etc. 

Detection of lung cancer. The polynucleotides of the invention can be used to detect lung 
cancer in a subject Although there are more than a dozen different kinds of lung cancer, the two main 
types of lung cancer are small cell and nonsmall cell, which encompass about 90% of all lung cancer 
cases. Small cell carcinoma (also called oat cell carcinoma) usually starts in one of the larger bronchial 

20 tubes, grows fairly rapidly, and is likely to be large by the time of diagnosis. Nonsmall cell lung cancer 
(NSCLC) is made up of three general subtypes of lung cancer. Epidermoid carcinoma (also called 
squamous cell carcinoma) usually starts in one of the larger bronchial tubes and grows relatively 
slowly. The size of these tumors can range from very small to quite large. Adenocarcinoma starts 
growing near the outside surface of the lung and can vary in both size and growth rate. Some slowly 

25 growing adenocarcinomas are described as alveolar cell cancer. Large cell carcinoma starts near the 
surface of the lung, grows rapidly, and the growth is usually fairly large when diagnosed. Other less 
common forms of lung cancer are carcinoid, cylindroma, mucoepidermoid, and malignant 
mesothelioma. 

The polynucleotides of the invention, e.g., polynucleotides differentially expressed in normal 
30 cells versus cancerous lung cells (e.g., tumor cells of high or low metastatic potential) or between types 
of cancerous lung cells (e.g., high metastatic versus low metastatic), can be used to distinguish types of 
lung cancer as well as identifying traits specific to a certain patient's cancer and selecting an 
appropriate therapy. For example, if the patient's biopsy expresses a polynucleotide that is associated 
with a low metastatic potential, it may justify leaving a larger portion of the patient's lung in surgery to 
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remove the lesion. Alternatively, a smaller lesion with expression of a polynucleotide that is associated 
with high metastatic potential may justify a more radical removal of lung tissue and/or the surrounding 
lymph nodes, even if no metastasis can be identified through pathological examination. 
Use of Polynucleotides to Screen for Peptide Analogs and Antagonists 
5 Polypeptides encoded by the instant polynucleotides and corresponding full-length genes can 

be used to screen peptide libraries to identify binding partners, such as receptors, from among the 
encoded polypeptides. Peptide libraries can be synthesized according to methods known in the art (see, 
e.g.,USPN 5,010,175 , and WO 91/17823). Agonists or antagonists of the polypeptides of the 
invention can be screened using any available method known in the art, such as signal transduction, 

10 antibody binding, receptor binding, mitogenic assays, chemotaxis assays, etc. The assay conditions 

ideally should resemble the conditions under which the native activity is exhibited in vivo, that is, under 
physiologic pH, temperature, and ionic strength. Suitable agonists or antagonists will exhibit strong 
inhibition or enhancement of the native activity at concentrations that do not cause toxic side effects in 
the subject. Agonists or antagonists that compete for binding to the native polypeptide can require 

1 5 concentrations equal to or greater than the native concentration, while inhibitors capable of binding 
irreversibly to the polypeptide can be added in concentrations on the order of the native concentratioa 
Such screening and experimentation can lead to identification of a novel polypeptide binding 
partner, such as a receptor, encoded by a gene or a cDNA corresponding to a polynucleotide of the 
invention, and at least one peptide agonist or antagonist of the novel binding partner. Such agonists 

20 and antagonists can be used to modulate, enhance, or inhibit receptor function in cells to which the 

receptor is native, or in cells that possess the receptor as a result of genetic engineering. Further, if the 
novel receptor shares biologically important characteristics with a known receptor, information about 
agonist/antagonist binding can facilitate development of improved agonists/antagonists of the known 
receptor. 

25 Pharmaceutical Compositions and Uses 

Pharmaceutical compositions can comprise polypeptides, receptors that specifically bind a 
polypeptide produced by a differentially expressed gene (e.g., antibodies, or polynucleotides (including 
antisense nucleotides and ribozymes) of the claimed invention in a therapeutically effective amount 
The compositions can be used to treat primary tumors as well as metastases of primary tumors. In 

3 0 addition, the pharmaceutical compositions can be used in conjunction with conventional methods of 
cancer treatment, e.g., to sensitize tumors to radiation or conventional chemotherapy. 

Where the pharmaceutical composition comprises a receptor (such as an antibody) that 
specifically binds to a gene product encoded by a differentially expressed gene, the receptor can be 
coupled to a drug for delivery to a treatment site or coupled to a detectable label to facilitate imaging of 
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a site comprising colon cancer cells. Methods for coupling antibodies to drugs and detectable labels 
are well known in the art, as are methods for imaging using detectable labels. 

The term "therapeutically effective amount" as used herein refers to an amount of a therapeutic 
agent to treat, ameliorate, or prevent a desired disease or condition, or to exhibit a detectable 
5 therapeutic or preventative effect The effect can be detected by, for example, chemical markers or 
antigen levels. Therapeutic effects also include reduction in physical symptoms, such as decreased 
body temperature. The precise effective amount for a subject will depend upon the subject's size and 
health, the nature and extent of the condition, and the therapeutics or combination of therapeutics 
selected for administration. Thus, it is not useful to specify an exact effective amount in advance. 

10 However, the effective amount for a given situation is determined by routine experimentation and is 
within the judgment of the clinician. For purposes of the present invention, an effective dose will 
generally be from about 0.01 mg/kg to 50 mg/kg or 0.05 mg/kg to about 10 mg/kg of the DNA 
constructs in the individual to which it is administered. 

A pharmaceutical composition can also contain a pharmaceutically acceptable carrier. The 

15 term "pharmaceutically acceptable carrier'' refers to a carrier for administration of a therapeutic agent, 
such as antibodies or a polypeptide, genes, and other therapeutic agents. The term refers to any 
pharmaceutical carrier that does not itself induce the production of antibodies harmfid to the individual 
receiving the composition, and which can be administered without undue toxicity. Suitable carriers can 
be large, slowly metabolized macromolecules such as proteins, polysaccharides, polylactic acids, 

20 polyglycolic acids, polymeric amino acids, amino acid copolymers, and inactive virus particles. Such 
carriers are well known to those of ordinary skill in the art Pharmaceutically acceptable carriers in 
therapeutic compositions can include liquids such as water, saline, glycerol and ethanol. Auxiliary 
substances, such as wetting or emulsifying agents, pH buffering substances, and the like, can also be 
present in such vehicles. Typically, the therapeutic compositions are prepared as injectables, either as 

25 liquid solutions or suspensions; solid forms suitable for solution in, or suspension in, liquid vehicles 
prior to injection can also be prepared. Liposomes are included within the definition of a 
pharmaceutically acceptable carrier. Pharmaceutically acceptable salts can also be present in the 
pharmaceutical composition, e.g., mineral acid salts such as hydrochlorides, hydrobromides, 
phosphates, sulfates, and the like; and the salts of organic acids such as acetates, propionates, 

30 malonates, benzoates, and the like. A thorough discussion of pharmaceutically acceptable excipients is 
available in Remington's Pharmaceutical Sciences (Mack Pub. Co., N.J. 1991). 
Delivery Methods 

Once formulated, the compositions of the invention can be (1) administered directly to the 
subject (e.g., as polynucleotide or polypeptides); or (2) delivered ex vivo, to cells derived from the 
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subject (e.g., as in ex vivo gene therapy). Direct delivery of the compositions will generally be 
accomplished by parenteral injection, e.g., subcutaneously, intraperitoneally, intravenously or 
intramuscularly, intratumorally or to the interstitial space of a tissue. Other modes of administration 
include oral and pulmonary administration, suppositories, and transdermal applications, needles, and 
5 gene guns or hyposprays. Dosage treatment can be a single dose schedule or a multiple dose schedule. 
Methods for the ex vivo delivery and reimplantation of transformed cells into a subject are 
known in the art and described in, e.g., WO 93/14778. Examples of cells useful in ex vivo applications 
include, for example, stem cells, particularly hematopoetic, lymph cells, macrophages, dendritic cells, 
or tumor cells. Generally, delivery of nucleic acids for both ex vivo and in vitro applications can be 
10 accomplished by, for example, dextran-mediated transfection, calcium phosphate precipitation, 
polybrene mediated transfection, protoplast fusion, electroporation, encapsulation of the 
polynucleotide^) in liposomes, and direct microinjection of the DNA into nuclei, all well known in the 
art. 

Once differential expression of a gene corresponding to a polynucleotide of the invention has 

15 been found to correlate with a proliferative disorder, such as neoplasia, dysplasia, and hyperplasia, the 
disorder can be amenable to treatment by administration of a therapeutic agent based on the provided 
polynucleotide, corresponding polypeptide or other corresponding molecule (e.g., antisense, ribozyme, 
etc.). In other embodiments, the disorder can be amenable to treatment by administration of a small 
molecule drug that, for example, serves as an inhibitor (antagonist) of the function of the encoded gene 

20 product of a gene having increased expression in cancerous cells relative to normal cells or as an 
agonist for gene products that are decreased in expression in cancerous cells (e.g., to promote the 
activity of gene products that act as tumor suppressors). 

The dose and the means of administration of the inventive pharmaceutical compositions are 
determined based on the specific qualities of the therapeutic composition, the condition, age, and 

25 weight of the patient, the progression of the disease, and other relevant factors. For example, 

administration of polynucleotide therapeutic composition agents of the invention includes local or 
systemic administration, including injection, oral administration, particle gun or caiheterized 
administration, and topical administration. Preferably, the therapeutic polynucleotide composition 
contains an expression construct comprising a promoter operably linked to a polynucleotide of at least 

30 12, 22, 25, 30, or 35 contiguous nt of the polynucleotide of the invention. Various methods can be used 
to administer the therapeutic composition directly to a specific site in the body. For example, a small 
metastatic lesion is located and the therapeutic composition injected several times in several different 
locations within the body of tumor. Alternatively, arteries that serve a tumor are identified, and the 
therapeutic composition injected into such an artery, in order to deliver the composition directly into 
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the tumor. A tumor that has a necrotic center is aspirated and the composition injected directly into the 
now empty center of the tumor. The antisense composition is directly administered to the surface of 
the tumor, for example, by topical application of the composition. X-ray imaging is used to assist in 
certain of the above delivery methods. 
5 Targeted delivery of therapeutic compositions containing an antisense polynucleotide, 

subgenomic polynucleotides, or antibodies to specific tissues can also be used. Receptor-mediated 
DNA delivery techniques are described in, for example, Findeis et al., Trends Biotechnol. (1993) 
1 1:202; Chiou et al., Gene Therapeutics: Methods And Applications Of Direct Gene Transfer (J.A. 
Wolfi^ ed.) (1994); Wu et al„ J. Biol. Chem. (1988) 263:621; Wu et al., J. Biol. Chem (1994) 

10 269:542; Zenke et al., Proc. Natl. Acad Sci. (USA) (1990) 87:3655; Wu et al., J. Biol. Chem. (1991) 
266:338. Therapeutic compositions containing a polynucleotide are administered in a range of about 
100 ng to about 200 mg of DNA for local administration in a gene therapy protocol. Concentration 
ranges of about 500 ng to about 50 mg, about 1 micrograms to about 2 mg, about 5 micrograms to 
about 500 micrograms, and about 20 micrograms to about 100 micrograms of DNA can also be used 

15 during a gene therapy protocol. Factors such as method of action (e.g., for enhancing or inhibiting 
levels of the encoded gene product) and efficacy of transformation and expression are considerations 
which will affect the dosage required for ultimate efficacy of the antisense subgenomic polynucleotides. 
Where greater expression is desired over a larger area of tissue, larger amounts of antisense 
subgenomic polynucleotides or the same amounts readministered in a successive protocol of 

20 administrations, or several administrations to different adjacent or close tissue portions of, for 

example, a tumor site, may be required to effect a positive therapeutic outcome. In all cases, routine 
experimentation in clinical trials will determine specific ranges for optimal therapeutic effect. For 
polynucleotide related genes encoding polypeptides or proteins with anti-inflammatory activity, . 
suitable use, doses, and administration are described in USPN 5,654,173. 

25 The therapeutic polynucleotides and polypeptides of the present invention can be delivered 

using gene delivery vehicles. The gene delivery vehicle can be of viral or non-viral origin (see 
generally, Jolly, Cancer Gene Therapy (1994) 1:51; Kimura, Human Gene Therapy (1994) 5;845; 
Connelly, Human Gene Therapy (1995) 1:185; and Kaplitt, Nature Genetics (1994) 6:148). 
Expression of such coding sequences can be induced using endogenous mammalian or heterologous 

30 promoters. Expression of the coding sequence can be either constitutive or regulated. 

Viral-based vectors for delivery of a desired polynucleotide and expression in a desired cell are 
well known in the art. Exemplary viral-based vehicles include, but are not limited to, recombinant 
retroviruses (see, e.g., WO 90/07936; WO 94/03622; WO 93/25698; WO 93/25234; USPN 5, 
219,740; WO 93/1 1230; WO 93/10218; USPN 4,777,127; GB Patent No. 2,200,651; EP 0 345 242; 
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and WO 91/02805), alphavirus-based vectors (e.g., Sindbis virus vectors, Semliki forest virus (ATCC 
VR-67; ATCC VR-1247), Ross River virus (ATCC VR-373; ATCC VR-1246) and Venezuelan 
equine encephalitis virus (ATCC VR-923; ATCC VR-1250; ATCC VR 1249; ATCC VR-532), and 
adeno-associated virus (AAV) vectors (see, e.g., WO 94/12649, WO 93/03769; WO 93/19191; WO 
5 94/28938; WO 95/1 1984 and WO 95/00655). Administration of DNA linked to killed adenovirus, as 
described in Curiel, Hum. Gene Ther. (1992) 3:147, can also be employed. 

Non-viral delivery vehicles and methods can also be employed, including, but not limited to, 
polycationic condensed DNA linked or unlinked to killed adenovirus alone (see, e.g., Curiel, Hum, 
Gene Ther. (1992) 3: 147); ligand-linked DNA (see, e.g., Wu, J. Biol. Chem. (1989) 264: 16985); 

10 eukaryotic cell delivery vehicles cells (see, e.g., USPN 5,814,482; WO 95/07994; WO 96/17072; 
WO 95/30763; and WO 97/42338) and nucleic charge neutralization or fusion with cell membranes. 
Naked DNA can also be employed Exemplary naked DNA introduction methods are described in WO 
90/1 1092 and USPN 5,580,859. Liposomes that can act as gene delivery vehicles are described in 
USPN 5,422,120; WO 95/13796; WO 94/23697; WO 91/14445; and EP 0524968. Additional 

15 approaches are described in Philip, Mol. Cell Biol. (1994) 14:241 1, and in Woffendin, Proc. Natl. 
Acad. Sci. (1994) 91:1581 

Further non- viral delivery suitable for use includes mechanical delivery systems such as the 
approach described in Woffendin et al., Proc. Natl. Acad Sci. USA (1994) 91(24): 1 1581. Moreover, 
the coding sequence and the product of expression of such can be delivered through deposition of 

20 photopolymerized hydrogel materials or use of ionizing radiation (see, e.g., USPN 5,206,152 and WO 
92/1 1033). Other conventional methods for gene delivery that can be used for delivery of the coding 
sequence include, for example, use of hand-held gene transfer particle gun (see, e.g., USPN 
5,149,655); use of ionising radiation for activating transferred gene (see, e.g., USPN 5,206,152 and 
WO 92/11033). 

25 The present invention will now be illustrated by reference to the following examples which set 

forth particularly advantageous embodiments. However, it should be noted that these embodiments are 
illustrative and are not to be construed as restricting the invention in any way. 

EXAMPLES 

30 The following examples are put forth so as to provide those of ordinary skill in the art with a 

complete disclosure and description of how to make and use the present invention, and are not intended 
to limit the scope of what the inventors regard as their invention nor are they intended to represent that 
the experiments below are all or the only experiments performed It will be readily apparent to those 
skilled in the art that the formulations, dosages, methods of administration, and other parameters of 
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this invention may be further modified or substituted in various ways without departing from the spirit 
and scope of the invention. Efforts have been made to ensure accuracy with respect to numbers used 
(e.g. amounts, temperature, etc.) but some experimental errors and deviations should be accounted for. 
Unless indicated otherwise, parts are parts by weight, molecular weight is weight average molecular 
5 weight, temperature is in degrees Centigrade, and pressure is at or near atmospheric. 

Example l:Source of Biological Materials and Overview of Novel Polynucleotides Expressed bv the 
Biological Materials 

Candidate polynucleotides that may represent novel polynucleotides were obtained from 

10 cDNA libraries generated from selected cell lines and patient tissues. In order to obtain the candidate 
polynucleotides, mRNA was isolated from several selected cell lines and patient tissues, and used to 
construct cDNA libraries. The cells and tissues that served as sources for these cDNA libraries are 
summarized in Table 1 below. 

Human colon cancer cell line Kml2L4-A (Morikawa, et aL, Cancer Research (1988) 48:6863) 

15 is derived from the KM12C cell line. The KM12C cell line (Morikawa et al. Cancer Res. (1988) 

48: 1943-1948), which is poorly metastatic (low metastatic) was established in culture from a Dukes' 
stage B2 surgical specimen (Morikawa et al. Cancer Res. (1988) 48:6863). The KM12L4-A is a 
highly metastatic subline derived from KM12C (Yeatman et al. Nucl. Acids. Res. (1995) 23:4007; 
Bao-Ling et al. Proc. Annu. Meet. Am. Assoc. Cancer. Res. (1995) 21:3269). The KM12C and 

20 KM12C-derived cell lines (e.g., KM12L4, KM12L4-A, etc.) are well-recognized in the art as a model 
cell line for the study of colon cancer (see, e.g., Moriakawa et al., supra; Radinsky et al. Clin. Cancer 
Res. (1995) 1: 19; Yeatman et al., (1995) supra; Yeatman et al. Clin. Exp. Metastasis (1996) 14:246). 

The MDA-MB-23 1 cell line (Brinkley et al. Cancer Res. (1980) 40:31 18-3 129) was originally 
isolated from pleural effusions (Cailleau, J. Natl. Cancer. Inst. (1974) 53:661), is of high metastatic 

25 potential, and forms poorly differentiated adenocarcinoma grade II in nude mice consistent with breast 
carcinoma. The MCF7 cell line was derived from a pleural effusion of a breast adenocarcinoma and is 
ilon-metastatic. The MV-522 cell line is derived from a human lung carcinoma and is of high 
metastatic potential. The UCP-3 cell line is a low metastatic human lung carcinoma cell line; the MV- 
522 is a high metastatic variant of UCP-3. These cell lines are well-recognized in the art as models for 

30 the study of human breast and lung cancer (see, e.g., Chandrasekaran et al., Cancer Res. (1979) 39:870 
(MDA-MB-23 1 and MCF-7); Gastpar et al., J Med Chem (1998) 41:4965 (MDA-MB-23 1 and MCF- 
7); Ranson et al., Br J Cancer (1998) 77: 1586 (MDA-MB-23 1 and MCF-7); Kuang et al., Nucleic 
Acids Res (1998) 26:11 16 (MDA-MB-23 1 and MCF-7); Varki et al., Int J Cancer (1987) 40:46 
(UCP-3); Varki et al., Tumour Biol. (1990) 1 1 :327; (MV-522 and UCP-3); Varki et aL, Anticancer 
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Res. (1990) 10:637; (MV-522); Kelner et al, Anticancer Res (1995) 15:867 (MV-522); and Zhang et 
al., Anticancer Drugs (1997) 8:696 (MV522)). 

The samples of libraries 15-20 are derived from two different patients (UC#2, and UC#3). 
The bFGF-treated HMVEC were prepared by incubation with bFGF at lOng/ml for 2 hrs; the VEGF- 
5 treated HMVEC were prepared by incubation with 20ng/ml VEGF for 2 hrs. Following incubation 
with the respective growth factor, the cells were washed and lysis buffer added for RNA preparation. 
The GRRpz and WOca cell lines were provided by Dr. Donna M. Peehl, Department of Medicine, 
Stanford University School of Medicine. GRRpz was derived from normal prostate epithelium. The 
WOca cell line is a Gleason Grade 4 cell line. 

10 



Table 1. Description of cDNA Libraries 
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Human Lung Cancer Cell Line MV-522: High Metastatic Potential 


223620 
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312503 


12 


Human microvascular endothelial cells (HMEC) - UNTREATED 
(PCR (OUgodT) cDNA Ubraiy) 


41938 


13 


Human microvascular endothelial cells (HMEC) - bFGF TREATED 
(PCR (OligodT) cDNA library) 


42100 


14 


Human microvascular endothelial cells (HMEC) - VEGF TREATED 
(PCR (OligodT) cDNA library) 


42825 


15 


Normal Colon - UC#2 Patient (MICRODISSECTED PCR (OUgodT) 
cDNA library) 


282722 


16 


Colon Tumor - UC#2 Patient (MICRODISSECTED PCR (OligodT) 
cDNA library) 


298831 


17 


Liver Metastasis from Colon Tumor of UC#2 Patient 
(MICRODISSECTED PCR (OUgodT) cDNA library) 


303467 


18 


Normal Colon - UC#3 Patient (MICRODISSECTED PCR (OUgodT) 
cDNA Ubrary) 


36216 


19 


Colon Tumor - UC#3 Patient (MICRODISSECTED PCR (OUgodT) 
cDNA Ubrary) 


41388 


20 


Liver Metastasis from Colon Tumor of UC#3 Patient 
(MICRODISSECTED PCR (OUgodT) cDNA Ubrary) 


30956 


21 


GRRpz CeUs derived from normal prostate epitheUum 


164801 


22 


WOca Cells derived from Gleason Grade 4 prostate cancer epitheUum 


162088 


23 


Normal Lung EpitheUum of Patient #1006 (MICRODISSECTED PCR 
(OUgodT) cDNA Ubrary) 


306198 
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Library 
(lib#) 


Description 


Number oi 
Clones in 
Library 


24 


Primary tumor, Large Cell Carcinoma of Patient #1006 
(MCRODISSECTED PCR (OligodT) cDNA library) 


309349 


25 


Normal Prostate Epithelium from Patient IF97-268 1 1 


279444 


26 


Prostate Cancer Epithelium Gleason 3+3 Patient IF97-268 1 1 


269406 


27 


Normal Breast Epithelium from Patient 515 


239494 


28 


Primary Breast tumor from Patient 5 15 


259960 


29 


Lymph node metastasis from Patient 515 


326786 


30 


Normal Prostate Epithelium from Chiron Patient ID 884 


298431 


31 


Prostate Cancer Epithelium (Gleason 444) from Chiron Patient ID 884 


331941 



Characterization of sequences in the libraries 

After using the software program Phred (ver 0.000925.C, Green and Weing,, ©1993-2000) to 
select those polynucleotides having the best quality sequence, the polyncueltoides were compared 
5 against the public databases to identify any homolgous sequences. The sequences of the isolated 

polynucleotides were first masked to eliminate low complexity sequences using the BLASTX masking 
program (Claverie Effective Large-Scale Sequence Similarity Searches," In: Computer Methods for 
Macromolecular Sequence Analysis, Doolittle, ed., Meth. EnzymoL 266:212-227 Academic Press, 
NY, NY (1996); see particularly Claverie, in "Automated DNA Sequencing and Analysis Techniques" 

10 Adams et al., eds., Chap. 36, p. 267 Academic Press, San Diego, 1994 and Claverie et al. CompuL 
Chem. (1993) 17:191 ). Generally, masking does not influence the final search results, except to 
eliminate sequences of relatively little interest due to their low complexity, and to eliminate multiple 
"hits" based on similarity to repetitive regions common to multiple sequences, e.g., Alu repeats. The 
remaining sequences were then used in a BLASTN vs. GenBank search; sequences that exhibited 

15 greater than 70% overlap, 99% identity, and a p value of less than 1 x 10e-40 were discarded. 

Sequences from this search also were discarded if the inclusive parameters were met, but the sequence 
was ribosomal or vector-derived. 

The resulting sequences from the previous search were classified into three groups (1, 2 and 3 
below) and searched in a BLASTX vs. NRP (non-redundant proteins) database search: (1) unknown 

20 (no hits in the GenBank search), (2) weak similarity (greater than 45% identity and p value of less than 
1 x 10e-5), and (3) high similarity (greater than 60% overlap, greater than 80% identity, and p value 
less than 1 x 10e-5). Sequences having greater than 70% overlap, greater than 99% identity, and p 
value of less than 1 x 10e-40 were discarded. 

The remaining sequences were classified as unknown (no hits), weak similarity, and high 

25 similarity (parameters as above). Two searches were performed on these sequences. First, a BLAST 
vs. EST database search was performed and sequences with greater than 99% overlap, greater than 
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99% similarity and a p value of less than 1 x 10e-40 were discarded Sequences with a p value of less 
than 1 x 10e-65 when compared to a database sequence of human origin were also excluded Second, a 
BLASTN vs. Patent GeneSeq database was performed and sequences having greater than 99% 
identity, p value less than 1 x 10e-40, and greater than 99% overlap were discarded 
5 The remaining sequences were subjected to screening using other rules and redundancies in the 

dataset Sequences with a p value of less than 1 x 10e-lll in relation to a database sequence of human 
origin were specifically excluded The final result provided the 8064 sequences listed as SEQ ID 
NOS: 1-60 10 in the accompanying Sequence Listing and summarized in Table 2 (inserted prior to 
claims). Each identified polynucleotide represents sequence from at least a partial mRNA transcript. 

10 Summary of polynucleotides of the invention 

Table 2 (inserted prior to claims) provides a summary of polynucleotides isolated as described 
Specifically, Table 2 provides: 1) the SEQ ID NO ("SEQ ID") assigned to each sequence for use in 
the present specification; 2) theCluster Identification No. ("CLUSTER"); 3) the Sequence Name 
assigned to each sequence; 3) the sequence name ("SEQ NAME") used as an internal identifier of the 

15 sequence; 4) the orientation of the sequence ("ORIENT") (either forward (F) or reverse (R)); 5) the 
name assigned to the clone from which the sequence was isolated ("CLONE ID"); and the name of the 
library from which the sequence was isolated ("LIBRARY"), where the notatiion indicates that name 
of the cell line or patient sample {e.g., UC2-NormColon indicates the sequence was isolated from 
normla colon tissue of the patient assigned the idnetification UC#2). Because at least some of the 

20 provided polynucleotides represent partial mRNA transcripts, two or more polynucleotides may 

represent different regions of the same mRNA transcript and the same gene and/or may be contained 
within the same clone. Thus, for example, if two or more SEQ ID NOS: are identified as belonging to 
the same clone, then either sequence can be used to obtain the full-length mRNA or gene 

25 Example 2:Results of Public Database Search to Identify Function of Gene Products 

SEQ ID NOS: 1-60 10 were translated in all three reading frames, and the nucleotide sequences 
and translated amino acid sequences used as query sequences to search for homologous sequences in 
either the GenBank (nucleotide sequences) or Non-Redundant Protein (amino acid sequences) 
databases. Query and individual sequences were aligned using the BLAST 2.0 programs, available 

30 over the world wide at a site sponsored by the National Center for Biotechnology Information, which is 
supported by the National Library of Medicine and the National Institutes of Health (see also Altschul, 
et al. Nucleic Acids Res. (1997) 25:3389-3402). The sequences were masked to various extents to 
prevent searching of repetitive sequences or poly-A sequences, using the BLASTX program for 
masking low complexity as described above in Example 1. 
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Tables 3A and 3B (inserted prior to claims) provides the alignment summaries having a p 
value of 1 x 10e-2 or less indicating substantial homology between the sequences of the present 
invention and those of the indicated public databases. Specifically, Table 3 A provides the SEQ ID NO 
of the query sequence, the accession number of the GenBank database entry of the homologous 
5 sequence, and the individual p value of each alignment Table 3 A provides the SEQ ID NO of the 
query sequence, the accession number of the Non-Redundant Protein database entry of the homologous 
sequence, and the individual p value of each alignment The alignments provided in Tables 3 A and 3B 
are the best available alignment to a DNA or amino acid sequence at a time just prior to filing of the 
present specificatioa The activity of the polypeptide encoded by the SEQ ID NOS listed in these 

1 0 tables can be extrapolated to be substantially the same or substantially similar to the activity of the 

reported nearest neighbor or closely related sequence. The accession number of the nearest neighbor is 
reported, providing a publicly available reference to the activities and functions exhibited by the 
nearest neighbor. The public information regarding the activities and functions of each of the nearest 
neighbor sequences is incorporated by reference in this application. Also incorporated by reference is 

15 all publicly available information regarding the sequence, as well as the putative and actual activities 
and functions of the nearest neighbor sequences listed in Tables 3A and 3B and their related sequences. 
The search program and database used for the alignment, as well as the calculation of the p value are 
also indicated. 

Full length sequences or fragments of the polynucleotide sequences of the nearest neighbors 
20 can be used as probes and primers to identify and isolate the full length sequence of the corresponding 
polynucleotide. The nearest neighbors can indicate a tissue or cell type to be used to construct a library 
for the full-length sequences of the corresponding polynucleotides. 

Example 3 Members of Protein Families 

25 SEQ ID NOS: 1-6010 were used to conduct a profile search as described in the specification 

above. Several of the polynucleotides of the invention were found to encode polypeptides having 
characteristics of a polypeptide belonging to a known protein family (and thus represent members of 
these protein families) and/or comprising a known functional domain. Table 4 (inserted before claims) 
provides the SEQ ID NO: of the query sequence, the Sequence Name, the Cluster to which the 

30 sequence is assigned, a brief description of the profile hit, the orientation (Direction, "Dir") of the 
query sequence with respect to the individual sequence )where forward (for) indicates that the 
alignment is in the same direction (left to right) as the sequence provided in the Sequence Listing and 
reverse (rev) indicates that the alignment is with a sequence complementary to the sequence provided in 
the Sequence Listing), and the score of the profile hit 

51 



WO 02/14500 



PCT/US01/25840 



Some polynucleotides exhibited multiple profile hits where the query sequence contains 
overlapping profile regions, and/or where the sequence contains two different functional domains. 
Each of the profile hits of Table 4 is described in more detail below. The acronyms for the profiles 
(provided in parentheses) are those used to identify the profile in the Pfam, Prosite, and InterPro 
5 databases. The Pfam database can be accessed through web sites supported by Genome Sequencing 
Center at the Washington University School of Medicine or by the European Molecular Biology 
Laboratories in Heidelberg, Germany. The Prosite database can be accessed at the ExPASy Molecular 
Biology Server on the internet The InterPro database can be accessed at a web site supported by the 
EMBL European Bioinformatics Institute. The public information available on the Pfam, Prosite, and 
10 InterPro databases regarding the various profiles, including but not limited to the activities, function, 
and consensus sequences of various proteins families and protein domains, is incorporated herein by 
reference. 

Seven Transmembrane Integral Membrane Proteins -- Rhodopsin Family (7tm 1; Pfam 
Accession No. PF00001Y SEQ ID NOS:2973, 5467, and 5508 correspond to sequences encoding a 

15 polypeptides that are members of the seven transmembrane (7tm) receptor rhodopsin family. G- 
protein coupled receptors of the (7tm) rhodopsin family (also called R7G) are an extensive group of 
hormones, neurotransmitters, and light receptors which transduce extracellular signals by interaction 
with guanine nucleotide-binding (G) proteins (Strosberg, Eur. J. Biochem (1991) 196:1; Kerlavage, 
Curr. Opia Struct. BioL (1991) 1 :394; Probst et al., DNA Cell Biol. (1992) 11:1; Savarese et al., 

20 Biochem. J. (1992) 283 : 1. The consensus pattern that contains the conserved triplet and that also 
spans the major part of the third transmembrane helix is used to detect this widespread family of 
proteins: [GSTALIVMFYWCHGSTAN^^ [LIVMFT]- 
[GSTANC]-|LIVMFYWST^^ [UVM]. 

Ank Repeats (ANK: Pfam Accession No. PF0023Y SEQ IDNOS:445, 487 and 3013 

25 represent polynucleotides encoding Ank repeat-containing proteins. The ankyrin motif is a 33 amino 
acid sequence named after the protein ankyrin which has 24 tandem 33-amino-acid motifs. Ank 
repeats were originally identified in the cell-cycle-control protein cdclO (Breeden et al., Nature (1987) 
329:65 1). Proteins containing ankyrin repeats include ankyrin, myotropin, I-kappaB proteins, cell 
cycle protein cdclO, the Notch receptor (Matsuno et al., Development (1997) 124(2 1):4265); G9a (or 

30 BAT8) of the class HI region of the major histocompatibility complex (Biochem J. (1993) 290:81 1- 
818); FABP, GABP, 53BP2, Linl2, glp-1, SW14, and SW16. The functions of the ankyrin repeats 
are compatible with a role in protein-protein interactions (Bork, Proteins (1993) 17(4):363; Lambert 
and Bennet, Eur. J. Biochem (1993) 211:1; Kerr et al., Current Op. Cell Biol. (1992) 4:496; Bennet et 
aUJ. Biol Chern. (1980) 255:6424). 
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Basic Region Plus Leucine Zipper Transcription Factors (BZIP; Pfam Accession 
No, PF00170Y SEQ IDNOS:108, 1714, 3931, and 4356 represent polynucleotides encoding novel 
members of the family of basic region plus leucine zipper transcription factors. The bZIP superfamily 
(Hurst, Protein Prof. (1995) 2:105; and EUenberger, Curr. Opin. Struct Biol. (1994) 4:12)of 
5 eukaryotic DNA-binding transcription factors encompasses proteins that contain a basic region 

mediating sequence-specific DNA-binding followed by a leucine zipper required for dimerization. The 
consensus pattern for this protein family is: |XR]-x(l,3)-[RKSAQ]-N-x(2)-[SAQ](2)-x- 
[RKTAENQ]-x-R-x-[RK]. 

DEAD and DEAH box families ATP-dependent helicases (Dead box helic: Pfam Accession 

10 No. PF00270. SEQ ID NOS:38, 415, and 5756 correspond to sequences encoding a polypeptides that 
are members of the DEAD box family. A number of eukaryotic and prokaryotic proteins have been 
characterized (Schmid etal, Mol. Microbiol (1992) (5:283; Linder etal, Nature (1989) 337:121; 
Wassarman et al, Nature (1991) 349:463) on the basis of their structural similarity. All are involved 
in ATP-dependent, nucleic-acid unwinding. All DEAD box family members of the above proteins 

15 share a number of conserved sequence motifs, some of which are specific to the DEAD family while 
others are shared by other A TP-binding proteins or by proteins belonging to the helicases 
'superfamily' (Hodgman, Nature (1988) 333:22 and Nature (1988) 333:578 (Errata)). One of these 
motifs, called the T>-E-A-D-box', represents a special version of the B motif of ATP-binding proteins. 
Some other proteins belong to a subfamily which have His instead of the second Asp and are thus said 

20 to be 'D-E-A-H-box f proteins (Wassarman et al., Nature (1991) 349:463; Harosh et al., Nucleic Acids 
Res. (1991) 19:633 1; Koonin et al., J. Gea Virol. (1992) 73:989). The following signature patterns 
are used to identify member for both subfamilies: 1) [LIVMF](2)-D-E-A-D-[RKEN]-x- 
[LIVMFYGSTN] ; and 2) [GSAH]-x-[LIVMF](3)-D-E-[ALIV]-H-[NECR]. 

Defensins fdefensins: Pfam Accession No. PF00323. SEQ ID NO:486 corresponds to a 

25 sequence encoding a polypeptide that is a member of the mammalian defensin family. Defensins are a 
family of structurally related cysteine-rich peptides which are active against many Gram-positive 
bacteria, fungi, and enveloped viruses (Lehrer et al, ASMNews (1990) 55:3 15-318; Lehrer et al, Cell 
(1991) 64:229-230; Kagan et al, Toxicology (1994) 87: 13 1-149; Lehrer et al, Annu. Rev. Immunol 
(1993) It 105-128; White etal, Curr. Opin. Struc/Biol (1995) 5:521-527). Some defensins inhibit 

30 corticotropoid-stimulated corticosteroid production and also play a significant role in innate immunity 
to infection and neoplasia. The peptides known to belong to this family range in length from 29 to 35 
amino acids and have seven invariant residues, including six cysteines that are all involved in intrachain 
disulfide bonds. The following consensus pattern is used to identify members of this protein family: C- 
x-C-x(3,5)-C-x(7)-G-x-C-x(9)-C-C. 
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EF Hand (Efhand: Pfam Accession No. PF0QO36Y SEQ ID NO:4373 corresponds to a 
polynucleotide encoding a member of the EF-hand protein family, a calcium binding domain shared by 
many calcium-binding proteins belonging to the same evolutionary family (Kawasaki et al 9 Protein. 
Prof. (1995) 2:305-490). The domain is a twelve residue loop flanked on both sides by a twelve 
5 residue alpha-helical domain, with a calcium ion coordinated in a pentagonal bipyramidal 

configuration. The six residues involved in the binding are in positions 1, 3, 5, 7, 9 and 12; these 
residues are denoted by X, Y, Z, -Y, -X and -Z. The invariant Glu or Asp at position 12 provides two 
oxygens for liganding Ca (bidentate ligand). The consensus pattern includes the complete EF-hand 
loop as well as the first residue which follows the loop and which seem to always be hydrophobic: D- 
10 x-PNS]-{ILWYW}-PENSTG]-P^ 
[LIVMFYW]. 

Epidermal Growth Factor (EGF: Pfam Accession No. PF00008V SEQ ID NO:3689 represents 
a polynucleotide encoding a member of the EGF family of proteins. The distinguishing characteristic 
of this family is the presence of a sequence of about thirty to forty amino acid residues found in 

15 epidermal growth factor (EGF) which has been shown to be present, in a more or less conserved form, 
in a large number of other proteins (Davis, New Biol. (1990) 2:410-419; Blomquist et ai, Proc. Natl. 
Acad Sdi.USA. (1984)57:7363-7367; Barkert etal. t Protein NucL Acid Enz. (1986) 29:54-86; 
Doolittle etal., Nature. (1984) 307:558-560; Appella et al, FEBSLett. (1988) 237:1-4; Campbell 
and Bork, Curr. Opin. Struct. Biol. (1993) 3:385-392). A common feature of the domain is that the 

20 conserved pattern is generally found in the extracellular domain of membrane-bound proteins or in 

proteins known to be secreted. The EGF domain includes six cysteine residues which have been shown 
to be involved in disulfide bonds. The main structure is a two-stranded beta-sheet followed by a loop 
to a C-terminal short two-stranded sheet Subdomains between the conserved cysteines strongly vary 
in length. The following consensus patterns are used to identify members of this family: C-x-C-x(5)- 

25 G-x(2)-C and C-x-C-x(s)-[GP]-[FYW]-x(4,8)-C. 

Ets Domain (Ets Cterm: Pfam Accession No. PF00178V SEQ IDNO:6 represents a 
polynucleotide encoding a polypeptide with C-tenninal homology in the ETS domain. Proteins of this 
family contain a conserved domain, the "ETS-domain," that is involved in DNA binding. The domain 
appears to recognize purine-rich sequences; it is about 85 to 90 amino acids in length, and is rich in 

30 aromatic and positively charged residues (Wasylyk et al, Eur. J. Biochem. (1993) 277:718). The ets 
gene family encodes a novel class of DNA-binding proteins, each of which binds a specific DNA 
sequence and comprises an ets domain that specifically interacts with sequences containing the 
common core tri-nucleotide sequence GGA. In addition to an ets domain, native ets proteins comprise 
other sequences which can modulate the biological specificity of the protein. Ets genes and proteins 
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are involved in a variety of essential biological processes including cell growth, differentiation and 
development, and three members are implicated in oncogenic process. 

Pleckstrin Homology (PH: Pfam Accession No. PF00169). SEQIDNOS:228and6001 
correspond to polynucleotides encoding members of the PH family. The pleckstrin homology domain 
5 is a domain of about 100 residues that occurs in a wide range of proteins involved in intracellular 
signaling or as constituents of the cytoskeleton (Mayer et al 9 Cell (1993) 75:629-630; Haslam et al t 
Nature (1993) 363309-310; Musacchio et al, Trends Biochem. Sci (1993) 78:343-348; Gibson et 
al, Trends Biochem Sci. (1994) 79:349-353; Pawson, Mrti/re (1995) 373:573-580; Ingley and 
Hemmings,./ Cell Biochem. (1994) 56:436-443; Saraste andHyvonen, Curr. Opin. Struct Biol 

10 (1995) 5:403-408). All known structures of PH domains have two perpendicular anti-parallel beta 
sheets, followed by a C-terminal amphipathic helix The loops connecting Ithe beta-strands differ 
greatly in length, making the PH domain relatively difficult to detect (Riddihough, Nat Struct Biol 
(1994) 7:755-757). There are no totally invariant residues within this domain. 

Protein Kinase (protkinase: Pfam Accession No. PF00069V SEQ ID NOS.9, 39, 69, 1 18, 229 

15 and 4 1 5 1 represent polynucleotides encoding protein kinases, which catalyze phosphorylation of 

proteins in a variety of pathways, and are implicated in cancer. Eukaryotic protein kinases (Hanks et 
al.FASEBJ. (1995) 9:576; Hunter,M*A. Enzymol (1991) 200:3; Hanks etal y Meth. Enzymol 
(1991) 200:38; Hanks, Curr. Opin. Struct Biol (1991) 7:369; Hanks etal y Science (1988) 247:42) 
belong to a very extensive family of proteins that share a conserved catalytic core common to both 

20 serine/threonine and tyrosine protein kinases. There are a number of conserved regions in the catalytic 
domain of protein kinases. The first region, located in the N-tenninal extremity of the catalytic 
domain, is a glycine-rich stretch of residues in the vicinity of a lysine residue, which has been shown to 
be involved in ATP binding. The second region, located in the central part of the catalytic domain, 
contains a conserved aspartic acid residue that is important for the catalytic activity of the enzyme 

25 (Knighton et al 9 Science (1991) 253:407). 

The protein kinase profile includes two signature patterns for this second region: one specific 
for serine/threonine kinases and the other for tyrosine kinases. A third profile is based on the 
alignment in Hanks et al (FASEB J. (1995) 9:576) and covers the entire catalytic domain. The 
consensus patterns are as follows: 1) [LIV]-G-{P}-G-{P}-[FYWMGSTNH]-[SGA]-{PW}- 

30 [LWCAT]-{PD}-x-[GSTACLIVMFY]-x(5,18)-[LIVMFYW 

where K binds ATP; 2) [LIVMFYC]-x-[HY]-x-D-[LIVM^ where D is 

an active site residue; and 3) [LIVMFYC]-x-[^ 
where D is an active site residue. 
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Retroviral asp artvl protease (RVP: Pfam Accession No. PF0007T). SEQE)NO:2038 
corresponds to a polynucleotide encoding a member of the Aspartyl Protease family. Aspartyl 
proteases, also know as acid proteases, are a widely distributed family of proteolytic enzymes known to 
exist in vertebrates, fungi, plants, retroviruses and some plant viruses (Foltmann, Essays Biochem. 
5 (1981) /7:52-84; Dawies, Annu. Rev. Biophys. Cherru (1990) 7P:189-215; Rao etal., Biochemistry 
(1991) 30:4663-4671). Most retroviral aspartyl proteases (RVP) are homodimers of a chain of about 
95 to 125 amino acids. In most retroviruses, the protease is encoded as a segment of a polyprotein 
which is cleaved during the maturation process of the virus. RVP is generally part of the pol 
polyprotein and, more rarely, of the gag polyprotein. The consensus pattern is as follows: 

10 [LIVMFGAC]-[LIVMTAD^^ 

[LIVMFGTA] [D is the active site residue]. 

Reverse Transcriptase frvt: Pfam Accession No. PF00078V SEQ ID NOS: 1511 and 2514 
represent polynucleotides encoding reverse transcriptases, which occur in a variety of mobile elements, 
including retrotransposons, retroviruses, group E introns, bacterial msDNAs, hepadnaviruses, and 

15 caulimoviruses (Xiong and Eickbush, EMBOJ (1990) P:3353-3362). Reverse transcriptases catalyze 
RNA-template-directed extension of the 3'-end of a DNA strand by one deoxynucleotide at a time and 
require an RNA or DNA primer. 

Transforming growth factor beta like domain (TGF beta: Pfam Accession No. PFQ0019Y 
SEQ ID NO:5522 represents a polynucleotide encoding a polypeptide of the TGF-beta family. 

20 Proteins from the transforming growth factor-beta family are active as homo- or hetero-dimers with the 
two chains being linked by a single disulfide bond (Roberts and Spom, In Peptide growth factors and 
their receptors, Handbook of Experimental Pharmacology, Vol. 95, pp419-475, Springer Verlag, 
Heidelberg, (1990); Burt, Biochem. Biophys. Res. Commtm. (1992) 754:590-595; Burt and Law, 
Prog. Growth Factor Res. (1994) 5:99-1 18). It is known from X-ray studies that all the other 

25 cysteines of the sequence are involved in interchain disulfide bonds (Daopin et a/., Science (1992) 

257:369-373). Members of this family can be recognized by the following consensus pattern: [LIVM]- 
x(2)-P-x(2)-[FY]-x(4)-C-x-G-x-C (The two C's are involved in disulfide bonds). 

WD Domain (WD40\ G-Beta Repeats (WD domain: Pfam Accession No. PF00400Y SEQ 
ID NO:l 17 represents a member of the WD domain/G-beta repeat family. Beta-transducin (G-beta) is 

30 one of the three subunits (alpha, beta, and gamma) of the guanine nucleotide-binding proteins (G 
proteins) which act as intermediaries in the transduction of signals generated by transmembrane 
receptors (Gilman, Annu. Rev. Biochem. (1987) 55:615). The alpha subunit binds to and hydrolyzes 
GTP; the beta and gamma subunits are required for the replacement of GDP by GTP as well as for 
membrane anchoring and receptor recognition. In higher eukaryotes, G-beta exists as a small 
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multigene family of highly conserved proteins of about 340 amino acid residues. Structurally, G-beta 
has eight tandem repeats of about 40 residues, each containing a central Trp-Asp motif (this type of 
repeat is sometimes called a WD-40 repeat). The consensus pattern for the WD domain/G-Beta repeat 
family is: [IJVMSTAC]-[LIVMF^STAGC] 
5 [UVMWSTAC]-x-[LIV^ 

Zinc Finger. C2H2 Type (Zincfing C2H2: Pfam Accession No. PF00096V SEQIDNOS:61 9 
502, 700, 847, 2034, 2054, 3403, 3524, 3653, 3723, 4688, and 4979 correspond to polynucleotides 
encoding members of the C2H2 type zinc finger protein family, which contain zinc finger domains that 
facilitate nucleic acid binding (King et at, Trends Biochem. Set (1987) 72:464; Evans et al 9 Cell 

10 (1988) 52: 1; Payre et al, FEBSLett. (1988) 234:245; Miller etal, EMBOJ. (1985) 4:1609; and 
Berg, Proc. Natl Acad Set USA (1988) 85:99). In addition to the conserved zinc ligand residues, a 
number of other positions are also important for the structural integrity of the C2H2 zinc fingers 
(Rosenfeld et at, J. Biomol Struct Dyn. (1993) 11:551). The best conserved position, which is 
generally an aromatic or aliphatic residue, is located four residues after the second cysteine. The 

15 consensus pattern for C2H2 zinc fingers is: C-x(2,4)-C-x(3)-[LIVMFYWC]-x(8)-H-x(3,5).H. The 
two C f s and two ITs are zinc ligands. 

Zinc Finger. C2HC Type (Zincfing C2HC: Pfam Accession No. PF01530Y SEQID 
NO:3814 represents a member of the C2HC zinc finger family. The 18 residue C2HC domain is 
mainly found in the retroviral nucleocapsid protein, and is required for viral genome packaging and for 

20 the early infection process (Katz and Jentoft, Bioessays (1989) 77: 176-181; Urbaneja etal, JMol 
Biol (1999) 257:59-75). In addition, the CCHC domain is found in eukaiyotic proteins involved in 
RNA binding or single-strand DNA binding. 

Zinc finger. C3HC4 type (RING finger), signature fZincfing C3HC4: Pfam Accession 
No. PF0009T) . SEQ ID NO:3 140 represents a polynucleotide encoding a polypeptide having a 

25 C3HC4 type zinc finger signature. A number of eukaryotic and viral proteins contain this signature, 
which is primarily a conserved cysteine-rich domain of 40 to 60 residues (Borden et aL, Curr. Opin. 
Struct Biol (1996) (5:395) that binds two atoms of zinc, and is probably involved in mediating 
protein-protein interactions. The 3D structure of the zinc ligation system is unique to the RING 
domain' and is referred to as the "cross-brace" motif. The spacing of the cysteines in such a domain is 

30 C-x(2)-C-x(9 to 39)-C-x(l to 3)-H-x(2 to 3>C-x(2)-C-x(4 to 48)-C-x(2)-C. The signature pattern for 
the C3HC4 finger is based on the domain's central region: C-x-H-x-[Lr/MFY]-C-x(2)-C-[LIVMYA]. 

Zinc finger. CCCH type. (Zincfing CCCH: Pfam Accession No. PF00642V SEQK>NO:877 
corresponds to a polyncleotide encoding a member of the CCCH zinc finger protein family. This 
domain is present in many eukaryotic proteins, including zinc finger proteins involved in cell cycle or 
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growth phase-related regulation and regulatory proteins involved in regulating the response to growth 
factors. It has been shown that proteins containing the CCCH zinc finger interact with the 3 ' 
untranslated region of various mRNA (Carballo et aL, Science (1998) 281: 1001-1005; Lai et al, MoL 
Cell. Biol. (1999) 19:43 1 1-4323) and that this domain is often present in two copies. The consensus 
5 pattern for the CCCH zinc fingers is: C-x8-C-x5-C-x3-ft 

Example 4: Description of Libraries and Detection of Differential Expression 

The relative expression levels of the polynucleotides of the invention were assessed in several 
libraries prepared from various sources, including cell lines and patient tissue samples. Table 1 above 

1 0 provides a summary of these libraries, including the shortened library name, the mRNA source used to 
prepared the cDNA library, the "nickname" of the library that is used in the tables below (in quotes), 
and the approximate number of clones in the library. 

Each of the libraries is composed of a collection of cDNA clones that in turn are representative 
of the mRNAs expressed in the indicated mRNA source. In order to facilitate the analysis of the 

15 millions of sequences in each library, the sequences were assigned to clusters. The concept of "cluster 
of clones" is derived from a sorting/grouping of cDNA clones based on their hybridization pattern to a 
panel of roughly 300 7bp oligonucleotide probes (see Dnnanac et al. y Genomics (1996) 37(1):29). 
Random cDNA clones from a tissue library are hybridized at moderate stringency to 300 7bp 
oligonucleotides. Each oligonucleotide has some measure of specific hybridization to that specific 

20 clone. The combination of 300 of these measures of hybridization for 300 probes equals the 
"hybridization signature" for a specific clone. Clones with similar sequence will have similar 
hybridization signatures. By developing a sorting/grouping algorithm to analyze these signatures, 
groups of clones in a library can be identified and brought together computationally. These groups of 
clones are termed "clusters". Depending on the stringency of the selection in the algorithm (similar to 

25 the stringency of hybridization in a classic library cDNA screening protocol), the "purity" of each 
cluster can be controlled. For example, artifacts of clustering may occur in computational clustering 
just as artifacts can occur in "wet-lab" screening of a cDNA library with 400 bp cDNA fragments, at 
even the highest stringency. The stringency used in the implementation of cluster herein provides 
groups of clones that are in general from the same cDNA or closely related cDNAs. Closely related 

30 clones can be a result of different length clones of the same cDNA, closely related clones from highly 
related gene families, or splice variants of the same cDNA. 

Differential expression for a selected cluster was assessed by first determining the number of 
cDNA clones corresponding to the selected cluster in the first library (Clones in 1 st ), and the 
determining the number of cDNA clones corresponding to the selected cluster in the second library 
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(Clones in 2 nd ). Differential expression of the selected cluster in the first libraiy relative to the second 
library is expressed as a "ratio" of percent expression between the two libraries. In general, the "ratio" 
is calculated by: 1) calculating the percent expression of the selected cluster in the first library by 
dividing the number of clones corresponding to a selected cluster in the first library by the total number 
5 of clones analyzed from the first library; 2) calculating the percent expression of the selected cluster in 
the second library by dividing the number of clones corresponding to a selected cluster in a second 
library by the total number of clones analyzed from the second libraiy; 3) dividing the calculated 
percent expression from the first libraiy by the calculated percent expression from the second library. 
If the "number of clones" corresponding to a selected cluster in a library is zero, the value is set at 1 to 

10 aid in calculation. The formula used in calculating the ratio takes into account the "depth" of each of 
the libraries being compared, /. e. , the total number of clones analyzed in each libraiy. 

In general, a polynucleotide is significantly differentially expressed between two samples when 
the ratio value is greater than at least about 2, preferably greater than at least about 3, more preferably 
greater than at least about 5 p where the ratio value is calculated using the method described above. 

15 The significance of differential expression is determined using a z score test (Zar, Biostatistical 
Analysis. Prentice Hall, Inc., USA, "Differences Between Proportions" pp 296-298 (1974). 

Using this approach, a number of polynucleotide sequences were identified as being 
differentially expressed between, for example, cells derived from high metastatic potential cancer tissue 
and low metastatic cancer cells, and between cells derived from metastatic cancer tissue and normal 

20 tissue. Evaluation of the levels of expression of the genes corresponding to these sequences can be 
valuable in diagnosis, prognosis, and/or treatment (e.g., to facilitate rationale design of therapy, 
monitoring during and after therapy, etc.). Moreover, the genes corresponding to differentially 
expressed sequences described herein can be therapeutic targets due to their involvement in regulation 
{e.g., inhibition or promotion) of development o£ for example, the metastatic phenotype. For example, 

25 sequences that correspond to genes that are increased in expression in high metastatic potential cells 
relative to normal or non-metastatic tumor cells may encode genes or regulatory sequences involved in 
processes such as angiogenesis, differentiation, cell replication, and metastasis. 

Detection of the relative expression levels of differentially expressed polynucleotides described 
herein can provide valuable information to guide the clinician in the choice of therapy. For example, a 

30 patient sample exhibiting an expression level of one or more of these polynucleotides that corresponds 
to a gene that is increased in expression in metastatic or high metastatic potential cells may warrant 
more aggressive treatment for the patient In contrast, detection of expression levels of a 
polynucleotide sequence that corresponds to expression levels associated with that of low metastatic 
potential cells may warrant a more positive prognosis than the gross pathology would suggest. 
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A number of polynucleotide sequences of the present invention are differentially expressed 
between human microvascular endothelial cells (HMVEC) that have been treated with growth factors 
relative to untreated HMVEC. Sequences that are differentially expressed between growth factor- 
treated HMVEC and untreated HMVEC can represent sequences encoding gene products involved in 
5 angiogenesis, metastasis (cell migration), and other development and oncogenic processes. For 
example, sequences that are more highly expressed in HMVEC treated with growth factors (such as 
bFGF or VEGF) relative to untreated HMVEC can serve as drug targets for chemotherapeutics, e.g., 
decreasing expression of such up-regulated genes or inhibiting the activity of the encoded gene product 
would serve to inhibit tumor cell angiogenesis. Detection of expression of these sequences in colon 

10 cancer tissue can be valuable in determining diagnostic, prognostic and/or treatment information 

associated with the prevention of achieving the malignant state in these tissues, and can be important in 
risk assessment for a patient. A patient sample displaying an increased level of one or more of these 
polynucleotides may thus warrant closer attention or more frequent screening procedures to catch the 
malignant state as early as possible. 

15 The differential expression of the polynucleotides can thus be used as, for example, diagnostic 

and/or prognostic markers, for risk assessment, patient treatment and the like. These polynucleotides 
can also be used in combination with other molecular and/or biochemical markers. 

The differential expression data for polynucleotides of the invention that have been identified 
as being differentially expressed across various combinations of the libraries described above is 

20 summarized in Table 5 (inserted prior to the claims). Table 5 provides: 1) the Sequence Identification 
Number ("SEQ ID NO") assigned to the polynucleotide; 2) the cluster ("CLUSTER") to which the 
polynucleotide has been assigned as described above; 3) the library comparisons that resulted in 
identifcation of the polynucleotide as being differentially expressed ("PAIR AB"), where the cDNA 
libraries used are referenced by their library numbers; 4) the number of clones corresponding to the 

25 polynucleotide in the first library listed ("CLONES A"); 5) the number of clones corresponding to the 
polynucleotide in the second library listed ("CLONES B"); 6) the "RATIO PLUS" where the 
comparison resulted in a finding that the number of clones in library A is greater than the number of 
clones in library B; and 7) the "RATIO MINUS" where the comparison resulted in a finding that the 
, number of clones in library B is greater than the number of clones in library A. 

30 Detection of expression of genes that correspond to the above polynucleotides may be of 

particular interest in diagnosis, prognosis, risk assessment, and monitoring of treatment Furthermore, 
differential expression of a specific gene across multiple libraries can also be indicative of a gene 
whose expression is associated with, for example, suppression of the metastatic phenotype or with 
development of the cell toward a metastatic phenotype. For example, SEQ ID NO:3744 corresponds 
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to a gene that is expressed at relatively higher levels in metastatized colon tumor than in normal colon 
tissue. Thus a relatively increased level of expression of the gene corresponding to SEQ ID NO:3744 
may be used as marker of a metastatic or pre-metastatic colon eels either alone or in combination with 
other markers. 

5 Some polynucleotides exhibited similar differential expression trends in libraries of different 

tissue origin (see, e.g.., SEQ ED NO:337). These data suggest that the differential expression patterns 
of some genes associated with development of tumors indicate a role for those genes that is non- 
specific to the tissue of origin. 

10 Example5; Detection of Differential Expression Using Arrays 

mRNA isolated from samples of cancerous and normal colon tissue obtained from patients 
were analyzed to identify genes differentially expressed in cancerous and normal cells. Normal and 
cancerous cells collected from cryopreserved patient tissues were isolated using laser capture 
microdissection (LCM) techniques, which techniques are well known in the art (see, e.g., Ohyama et 

15 al (2000) Biotechniques 29:530-6; Curran et al (2000) Mol Pathol. 53:64-8; Suarez-Qirian et al 
(1999) Biotechniques 26:328-35; Simone et al (1998) Trends Genet 14:272-6; Conia et al. (1997) J. 
Clin. Lab. Anal. 1 1:28-38; Emmert-Buck et al (1996) Science 274:998-1001). 

Table 6 (inserted before the claims) provides information about each patient from which colon 
tissue samples were isolated, including: the Patient ID ("PT n)")and Path Report© (}Path ID"), which 

20 are numbers assigned to the patient and the pathology reports for identification purposes; the group 
("Grp'^to which the patients have been assigned; the anatomical location of the tumor ("Anatom 
Loc"); the primary tumor size ("Size"); the primary tumor grade ("Grade"); the identification of the 
histopathologic^ grade ("Histo Grade"); a description of local sites to which the tumor had invaded 
("Local Invasion"); the presence of lymph node metastases ("LN Met"); the incidence of lymph node 

25 metastases (provided as a number of lymph nodes positive for metastasis over the number of lymph 
nodes examined) ('Incidence Lymphnode Met"); the "Regional Lymphnode Grade"; the identification 
or detection of metastases to sites distant to the tumor and their location ("Dist Met & Loc"); the grade 
of distant metastasis ("Dist Met Grade"); and general comments about the patient or the tumor 
("Comments"). Histophatology of all primary tumors incidated the tumor was adenocarcinmoa except 

30 for Patient ID Nos. 130 (for which no information was provided), 392 ( in which greater than 50% of 
the cells were mucinous carcinoma), and 784 (adenosquamous carcinoma). Extranodal extensions 
were described in three patients, Patient ID Nos. 784, 789, and 791. Lymphovascular invasion was 
described in Patient ID Nos. 128, 278, 5 17, 534, 784, 786, 789, 791, 890, and 892. Crohn's-hke 
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infiltrates were described in seven patients, Patient ID Nos. 52, 264, 268, 392, 393, 784, and 791. 
Table 7 (below) provides infonnation about the patients from whom the prostate tissue was isolated 
Table 7. Prostate paitent data. 



Prostate Patient ID 


Tumor Gleason Grade 


Normal Prostate Description 


96 


3+3 Adenocarcinoma 


Normal prostate; Benign hyperplasia 


282 


4+3 Adenocarcinoma 


Normal prostate; Benign hyperplasia 


286 


3+3 Adenocarcinoma 


Normal prostate; Benign hyperplasia 


294 


3+4 Adenocarcinoma 


iNormal prostate; Benign hyperplasia 


362 


3+3 Adenocarcinoma 


Normal prostate; Benign hyperplasia 


428 


4+3 Adenocarcinoma 


Normal prostate; Benign hyperplasia 


492 


3+3 Adenocarcinoma 


formal prostate; Benign hyperplasia 


492 


3+3 Adenocarcinoma 


Normal prostate; Benign hyperplasia 


493 


3+4 Adenocarcinoma 


Normal prostate; Benign hyperplasia 


510 


3+3 Adenocarcinoma 


Normal Prostate; Benign hyperplasia 



5 Identification of differentially expressed genes 

cDNA probes were prepared from total RNA isolated from the patient cells described above. 
Since LCM provides for the isolation of specific cell types to provide a substantially homogenous cell 
sample, this provided for a similarly pure RNA sample. 

Total RNA was first reverse transcribed into cDN A using a primer containing a T7 RNA 
10 polymerase promoter, followed by second strand DNA synthesis. cDNA was then transcribed in vitro 
to produce antisense RNA using the T7 promoter-mediated expression (see, e.g., Luo et al (1999) 
Nature Med 5 : 1 17-122), and the antisense RNA was then converted into cDNA. The second set of 
cDNAs were again transcribed in vitro, using the T7 promoter, to provide antisense RNA. Optionally, 
the RNA was again converted into cDNA, allowing for up to a third round of T7-mediated 
1 5 amplification to produce more antisense RNA. Thus the procedure provided for two or three rounds of 
in vitro transcription to produce the final RNA used for fluorescent labeling. 

Fluorescent probes were generated by first adding control RNA to the antisense RNA mix, and 
producing fluorescently labeled cDNA from the RNA starting material. Fluorescently labeled cDNAs 
prepared from the tumor RNA sample were compared to fluorescently labeled cDNAs prepared from 
20 normal cell RNA sample. For example, the cDNA probes from the normal cells were labeled with Cy3 
fluorescent dye (green) and the cDNA probes prepared from the tumor cells were labeled with Cy5 
fluorescent dye (red), and vice versa. 

Each array used had an identical spatial layout and control spot set Each microarray was 
divided into two areas, each area having an array with, on each half, twelve groupings of 32 x 12 spots, 
25 for a total of about 9,2 1 6 spots on each array. The two areas are spotted identically which provide for 
at least two duplicates of each clone per array. 
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Polynucleotides for use on the arrays were obtained from both publicly available sources and 
from cDNA libraries generated from selected cell lines and patient tissues. PGR products of from 
about 0.5kb to 2.0 kb amplified from these sources were spotted onto the array using a Molecular 
Dynamics Gen III spotter according to the manufacturer's recommendations. For polynucleotides 
5 described herein, the microarray spot contained a clone having a cDNA from which the sequence was 
derived. The first row of each of the 24 regions on the array had about 32 control spots, including 4 
negative control spots and 8 test polynucleotides. The test polynucleotides were spiked into each 
sample before the labeling reaction with a range of concentrations from 2-600 pg/slide and ratios of 
1:1. For each array design, two slides were hybridized with the test samples reverse-labeled in the 

10 labeling reactioa This provided for about four duplicate measurements for each clone, two of one color 
and two of the other, for each sample. 

Table 8 (inserted before the claims) describes sequences present on the arrays. Table 8 
includes: 1) athe SEQ ID NO of the sequence of the polynucleotide; and 2)the Spot ID, which is a 
unique identifier for each spot ontaining target sequence of interest on all arrays used 

15 The differential expression assay was performed by mixing equal amounts of probes from 

tumor cells and normal cells of the same patient. The arrays were prehybridized by incubation for 
about 2 hrs at 60°C in 5X SSC/0.2% SDS/1 mM EDTA, and then washed three times in water and 
twice in isopropanol. Following prehybridization of the array, the probe mixture was then hybridized 
to the array under conditions of high stringency (overnight at 42°C in 50% formamide, 5X SSC, and 

20 0.2% SDS. After hybridization, the array was washed at 55°C three times as follows: 1) first wash in 
IX SSC/0.2% SDS; 2) second wash in 0. IX SSC/0.2% SDS; and 3) third wash in 0. IX SSC. 

The arrays were then scanned for green and red fluorescence using a Molecular Dynamics 
Generation m dual color laser-scanner/detector. The images were processed using BioDiscovery 
Autogene software, and the data from each scan set normalized to provide for a ratio of expression 

25 relative to normal Data from the microarray experiments was analyzed according to the algorithms 
described in U.S. application serial no. 60/252,358, filed November 20, 2000, by E. J. Moler, MA. 
Boyle, and F.M. Randazzo, and entitled "Precision and accuracy in cDNA microarray data," which 
application is specifically incorporated herein by reference. 

The experiment was repeated, this time labeling the two probes with the opposite color in 

30 order to perform the assay in both "color directions." Each experiment was sometimes repeated with 
two more slides (one in each color direction). The level fluorescence for each sequence on the array 
expressed as a ratio of the geometric mean of 8 replicate spots/genes from the four arrays or 4 replicate 
spots/gene from 2 arrays or some other permutation. The data were normalized using the spiked 
positive controls present in each duplicated area, and the precision of this normalization was included 
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in the final determination of the significance of each differential. The fluorescent intensity of each spot 
was also compared to the negative controls in each duplicated area to determine which spots have 
detected significant expression levels in each sample. 

A statistical analysis of the fluorescent intensities was applied to each set of duplicate spots to 
5 assess the precision and significance of each differential measurement, resulting in a p-value testing the 
null hypothesis that there is no differential in the expression level between the tumor and normal 
samples of each patient Dining initial analysis of the microairays, the hypothesis was accepted if p > 
10' 3 , and the differential ratio was set to 1.000 for those spots. All other spots have a significant 
difference in expression between the tumor and normal sample. If the tumor sample has detectable 

1 0 expression and the normal does not, the ratio is truncated at 1 000 since the value for expression in the 
normal sample would be zero, and the ratio would not be a mathematically useful value (e.g., infinity). 
If the normal sample has detectable expression and the tumor does not, the ratio is truncated to 0.001, 
since the value for expression in the tumor sample would be zero and the ratio would not be a 
mathematically useful value. These latter two situations are referred to herein as "on/off." Database 

15 tables were populated using a 95% confidence level Q)>0.05). 

Table 8 (inserted before the claims) provides the results for gene products differentially 
expressed in the colon tumor samples relative to normal tissue samples. Table 8 includes: 1) the SEQ 
ID NO; 2) the spot identification number ("SpotID"); 3) the percentage of patients tested in which 
expression levels of the gene (as detected using the correponding clone) was at least 2-fold greater in 

20 cancerous colon tissue (primary colon tumor) than in matched normal tissue ("Colon>2x T/N "); 4) the 
percentage of patients tested in which expression levels of the gene was less than or equal to one-half 
of the expression level in matched normal cells ("Colon <=halfx T/N"); and 5) the colon number ratios, 
indicating the number of patients upon which the provided ratios was based 

Table 9 below provides the data for differential expression analysis on the arrays using 

25 samples from metastazed colon tissue. In this example, the samples used for hybridization to 
sequences on the microarray were derived from the matched metastasized (MT) colon tissue and 
normal (N) colon tissues of the patients. Table 9 includes: 1) the SEQ ID NO; 2) the percentage of 
patients tested in which expression levels of the gene (as detected using the correponding clone) was at 
least 2-fold greater in metastasized cancerous colon tissue (MT) than in matched normal tissue 

30 ("Colon>2x MT/N "); 5) the percentage of patients tested in which expression levels of the gene was 
less than or equal to one-half of the expression level in matched normal cells ("Colon <=halfx T/N"); 
and 8) the colon number ratios, indicating the number of patients upon which the provided ratios was 
based. The corresponding data with the same sequence of the colon tumor tissue versus matched 
normal colon tissue (T/N) are provided for convenience in comparison. 
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Table 9. Polynucleotides Corresponding to DifiernetiaUy Expressed Genes in Metastasized 
Colon Cancer Tissue 



SEQID 
NO 


Colon 
MT/N>2x 


Colon MT/N 
<halft 


Colon MT/N 
Num Ratios 
by Clone 


Colon T/N 
>2x 


Colon T/N 
<halfx 


Colon T/N 
Num Ratios 

1 1 um J.VUUUO 


217 


40.0 


0.0 


5.0 


0.0 


. 50.0 


8.0 


324 


0.0 


40.0 


5.0 


0.0 


37.5 


8.0 


1653 


0.0 


40.0 


5.0 


0.0 


37.5 


8.0 


1972 


40.0 


0.0 


5.0 


0.0 


42.9 


7.0 


2346 


20.0 


40.0 


5.0 


0.0 


85.7 


7.0 


2352 


20.0 


80.0 


5.0 


0.0 


71.4 


7.0 


2353 


20.0 


40.0 


5.0 


0.0 


85.7 


7.0 


2647 


0.0 


40.0 


5.0 


0.0 


62.5 


8.0 


5341 


0.0 


40.0 


5.0 


0.0 


37.5 


8.0 



Table 10 below provides the data for differential expression analysis on the arrays using 

5 samples from matched cancerous and normal prostate tissue (PT/N). Table 10 includes: 1) the SEQ ID 

NO; 2) the percentage of patients tested in which expression levels of the gene (as detected using the 

correponding clone) was at least 2-fold greater in metastisized cancerous prostate tissue (PT) than in 

matched normal tissue ("Colon>2x PT/N "); 3) the percentage of patients tested in which expression 

levels of the gene was less than or equal to one-half of the expression level in matched normal cells 

10 ("Colon <=halfx PT/N"); and 4) the prostate PT/N number ratios, indicating the number of patients 

upon which the provided ratios was based The corresponding data with the same sequences for the 

colon tumor versus normal (T/N) and metastasized colon tissue versus normal (MT/N) are provided for 

convenience in comparison. 

Table 10. Polynucleotides Corresponding to Differnetially Expressed Genes in Prostate 
15 Cancer Tissue 









Prostate 












Colon 


SEQ 


Prostate Prostate 


(PT/N) 


Colon 


Colon 


Colon T/N 


Colon 


Colon 


MT/N 


ID 


(PT/N) 


(PT/N) 


Num 


T/N 


T/N 


Num 


MT/N 


MT/N 


Num 


NO 


>2x 


<hal& 


Ratios 


>2x 


<halfx 


Ratios 


>2x 


<halfe 


Ratios 


139 


11.1 


33.3 


9.0 


0.0 


50.0 


8.0 








490 


37.5 


12.5 


8.0 


0.0 


71.4 


7.0 








629 


33.3 


11.1 


9.0 














644 


12.5 


37.5 


8.0 


0.0 


42.9 


7.0 








1674 


33.3 


0.0 


9.0 














2346 


37.5 


25.0 


8.0 


0.0 


85.7 


7.0 


20.0 


40.0 


5.0 


2352 


37.5 


12.5 


8.0 


0.0 


71.4 


7.0 


20.0 


80.0 


5.0 


2420 


22.2 


33.3 


9.0 
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Prostate 












Colon 


SEQ 


Prostate Prostate 


(PT/N) 


Colon 


Colon 


Colon T/N 


Colon 


Colon 


MT/N 


ID 


(PT/N) (PT/N) 


Num 


T/N 


T/N 


Num 


MT/N 


MT/N 


Num 


NO 


>2x <halfe 


Ratios 


>2x 


<halfx 


Ratios 


>2x 


<halfx 


Ratios 


3296 


33.3 0.0 


9.0 


0.0 


37.5 


8.0 









Example 6: Antisense Regulation of Gene Expression 

The expression of the differentially expressed genes represented by the polynucleotides in the 
cancerous cells can be further analyzed using antisense knockout technology to confirm the role and 
5 function of the gene product in tumorigenesis, e.g. , in promoting a metastatic phenotype. 

Methods for analysis using antisense technology are well known in the art. F.or example, a 
number of different oligonucleotides complementary to the mRNA generated by the differentially 
expressed genes identified herein can be designed as antisense oligonucleotides, and tested for their 
ability to suppress expression of the genes. Sets of antisense oligomers specific to each candidate 

10 target are designed using the sequences of the polynucleotides corresponding to a differentially 
expressed gene and the software program HYBsimulator Version 4 (available for Windows 
95/Windows NT or for Power Macintosh, RNAture, Inc. 1003 Health Sciences Road, West, Irvine, CA 
92612 USA). Factors considered when designing antisense oligonucleotides include: 1) the secondary 
structure of oligonucleotides; 2) the secondary structure of the target gene; 3) the specificity with no or 

15 minimum cross-hybridization to other expressed genes; 4) stability; 5) length and 6) terminal GC 
content The antisense oligonucleotide is designed to so that it will hybridize to its target sequence 
under conditions of higji stringency at physiological temperatures (e.g., an optimal temperature for the 
cells in culture to provide for hybridization in the cell, e.g., about 37°C), but with minimal formation of 
homodimers. 

20 Once synthesized and quantitated, the oligomers are screened for efficiency of a transcript 

knock-out in a panel of cancer cell lines. The efficiency of the knock-out is determined by analyzing 
mRNA levels using ligjitcycler quantification. The oligomers that resulted in the highest level of 
transcript knock-out, wherein the level was at least about 50%, preferably about 80-90%, up to 95% or 
more up to undetectable message, are selected for use in a cell-based proliferation assay, an anchorage 

25 independent growth assay, and an apoptosis assay. 

For example, where the polynucleotide is identified as having a role in colon cancer, the ability 
of the corresponding designed antisense oligonucleotide to inhibit gene expression is tested through 
transfection into S W620 colon colorectal carcinoma cells. For each transfection mixture, a carrier 
molecule, preferably a lipitoid or cholesteroid, is prepared to a working concentration of 0.5 mM in 

30 water, sonicated to yield a uniform solution, and filtered through a 0.45 \xm PVDF membrane. The 
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antisense or control oligonucleotide is then prepared to a working concentration of 100 pM in sterile 
Millipore water. The oligonucleotide is further diluted in OptiMEM™ (Gibco/BRL), in a microfuge 
tube, to 2 pM, or approximately 20 pg oligo/ml of OptiMEM™. In a separate microfiige tube, lipitoid 
or cholesteroid, typically in the amount of about 1.5-2 nmol lipitoid/pg antisense oligonucleotide, is 
5 diluted into the same volume of OptiMEM™ used to dilute the oligonucleotide. The diluted antisense 
oligonucleotide is immediately added to the diluted lipitoid and mixed by pipetting up and down. 
Oligonucleotide is added to the cells to a final concentration of 30 nM. 

The level of target mRNA that corresponds to a target gene of interest in the transfected cells 
is quantitated in the cancer cell lines using the Roche LightCycler™ real-time PCR machine. Values 

10 for the target mRNA are normalized versus an internal control (e.g.,beta-actin). For each 20 pi 

reaction, extracted RNA (generally 0.2-1 pg total) is placed into a sterile 0.5 or 1.5 ml microcentrifuge 
tube, and water added to a total volume of 12.5 pi. To each tube 7.5 pi of a buffer/enzyme mixture is 
added, which is prepared by mixing (in the order listed) 2.5 pi H 2 0, 2.0 pi 10X reaction buffer, 10 pi 
oligo dT (20 pmol), 1.0 pi dNTP mix (10 mM each), 0.5 pi RNAsin® (20u) (Ambion, Inc., Hialeah, 

15 FL), and 0.5 pi MMLV reverse transcriptase (50u) (Ambion, Inc.). The contents are mixed by 

pipetting up and down, and the reaction mixture incubated at 42°C for 1 hour. The contents of each 
tube are centrifuged prior to amplification. 

An amplification mixture is prepared by mixing in the following order: IX PCR buffer II, 3 
mM MgCl 2 , 140 pM each dNTP, 0.175 pmol each oligo, 1:50,000 dil of SYBR® Green, 0.25 mg/ml 

20 BSA, 1 unit Taq polymerase, and H 2 0 to 20 pi. (PCR buffer II is available in 10X concentration from 
Perkin-Elmer, Norwalk, CT). In IX concentration it contains 10 mM Tris pH 8.3 and 50 mM KC1. 
SYBR® Green (Molecular Probes, Eugene, OR) is a dye which fluoresces when bound to double 
stranded DNA. As double stranded PCR product is produced during amplification, the fluorescence 
from SYBR® Green increases. To each 20 pi aliquot of amplification mixture, 2 pi of template RT are 

25 added, and amplification carried out according to standard protocols. 

The results can be expressed as the percent decrease in expression of the corresponding gene 
product relative to non-transfected cells, vehicle-only transfected (mock-transfected) cells, or cells 
transfected with reverse control oligonucleotides. 

30 Example 7: Effect of Expression on Proliferation 

The effect of gene expression on the inhibition of cell proliferation can be assessed in, for 
example, metastatic breast cancer cell lines (MDA-MB-23 1 ("231")), SW620 colon colorectal 
carcinoma cells, or SKOV3 cells (a human ovarian carcinoma cell line). 
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Cells are plated to approximately 60-80% confluency in 96-well dishes. Antisense or reverse 
control oligonucleotide iss diluted to 2 pM in OptiMEM™ and added to OptiMEM™ into which the 
delivery vehicle, lipitoid 116-6inthecaseof SW620 cells or 1:1 lipitoid Ixholesteroid 1 in the case of 
MDA-MB-23 1 cells, had been diluted The oligo/delivery vehicle mixture is then further diluted into 
5 medium with serum on the cells. The final concentration of oligonucleotide for all experiments was 
300 nM, and the final ratio of oligo to delivery vehicle for all experiments iss 1.5 nmol lipitoid/pg 
oligonucleotide. 

Antisense oligonucleotides are prepared as described above (see Example 6). Cells are 
transfected overnight at 37°C and the transfection mixture replaced with fresh medium the next 
10 morning. Transfection is carried out as described above in Example 3. 

Those antisense oligonucleotides that inhibit proliferation represent genes that play a role in 
production or maintenance of the cancerous phenotype. 

Example 8 : Effect of Gene Expression on Colony Formation 

15 The effect of gene expression upon colony formation o£ for example, SW620 cells, SKOV3 

cells, and MD-MBA-23 1 cells can be tested in a soft agar assay. Soft agar assays are conducted by 
first establishing a bottom layer of 2 ml of 0.6% agar in media plated fresh within a few hours of 
layering on the cells. The cell layer is formed on the bottom layer by removing cells transfected as 
described above from plates using 0.05% trypsin and washing twice in media. The cells are counted in 

20 a Coulter counter, and resuspended to 10 6 per ml in media. 10 ^1 aliquots are placed with media in 96- 
well plates (to check counting with WST1), or diluted further for the soft agar assay. 2000 cells are 
plated in 800 |ol 0.4% agar in duplicate wells above 0.6% agar bottom layer. After the cell layer agar 
solidifies, 2 ml of media is dribbled on top and antisense or reverse control oligo (produced as 
described in Example 6) added without delivery vehicles. Fresh media and oligos are added every 3-4 

25 days. Colonies usually are expected to form in 10 days to 3 weeks. Fields of colonies are counted by 
eye. Wst-1 metabolism values can be used to compensate for small differences in starting cell number. 
Larger fields can be scanned for visual record of differences. 

Those antisense oligonucleotides that inhibited colony formation represent genes that play a 
role in production or maintenance of the cancerous phenotype. 

30 

Example 9: Induction of Cell Death upon Depletion of Polypeptides bv Depletion of mRNA 
("Antisense Knockout"^ 

In order to assess the effect of depletion of a target message upon cell death, SW620 cells, or 
other cells derived from a cancer of interest, are transfected for proliferation assays. For cytotoxic 
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effect in the presence of cisplatin (cis), the same protocol is Mowed but cells are left in the presence 
of 2 \M drug. Each day, cytotoxicity was monitored by measuring the amount of LDH enzyme 
released in the medium due to membrane damage. The activity of LDH is measured using the 
Cytotoxicity Detection Kit from Roche Molecular Biochemicals. The data is provided as a ratio of 
5 LDH released in the medium vs. the total LDH present in the well at the same time point and treatment 
(rLDH/tLDH). A positive control using antisense and reverse control oligonucleotides for BCL2 (a 
known anti-apoptotic gene) is included; loss of message for BCL2 leads to an increase in cell death 
compared with treatment with the control oligonucleotide (background cytotoxicity due to 
transfection). 

10 

Example 10: Functional Analysis of Gene Products Differentially Expressed in Cancer 

The gene products of sequences of a gene differentially expressed in cancerous cells can be 
further analyzed to confirm the role and function of the gene product in tumorigenesis, e.g. , in 
promoting or inhibiting development of a metastatic phenotype. For example, the function of gene 
1 5 products corresponding to genes identified herein can be assessed by blocking function of the gene 
products in the cell. For example, where the gene product is secreted or associated with a cell surface 
membrane, blocking antibodies can be generated and added to cells to examine the effect upon the cell 
phenotype in the context of, for example, the transformation of the cell to a cancerous, particularly a 
metastatic, phenotype. 

20 Where the gene product of the differentially expressed genes identified herein exhibits 

sequence homology to a protein of known function (e.g., to a specific kinase or protease) and/or to a 
protein family of known function (e.g., contains a domain or other consensus sequence present in a 
protease family or in a kinase family), then the role of the gene product in tumorigenesis, as well as the 
activity of the gene product, can be examined using small molecules that inhibit or enhance function of 

25 the corresponding protein or protein family. 

Additional functional assays include, but are not necessarily limited to, those that analyze the 
effect of expression of the corresponding gene upon cell cycle and cell migration. Methods for 
performing such assays are well known in the art. 

30 Example 11: Contig Assembly and Additional Gene Characterization 

The sequences of the polynucleotides provided in the present invention can be used to extend 
the sequence information of the gene to which the polynucleotides correspond (e.g. , a gene, or mRNA 
encoded by the gene, having a sequence of the polynucleotide described herein). This expanded 
sequence information can in turn be used to further characterize the corresponding gene, which in turn 
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provides additional information about the nature of the gene product (e.g., the normal function of the 
gene product). The additional information can serve to provide additional evidence of the gene 
product's use as a therapeutic target, and provide further guidance as to the types of agents that can 
modulate its activity. 

5 For example, a contig can be assembled using the sequence of a polynucleotide described 

herein. A "contig" is a contiguous sequence of nucleotides that is assembled from nucleic acid 
sequences having overlapping (e.g., shared or substantially similar) sequence information. The 
sequences of publicly-available ESTs (Expressed Sequence Tags) and the sequences of various clones 
from several cDNA libraries synthesized at Chiron were used in the contig assembly. The contig is 

10 assembled using the software program Sequencher, version 4.05, according to the manufacturer's 
instructions. The resulting contig can then be used to search both the public databases as well as 
databases internal to the applicatns to matchthe polynucleotide contiged with homology data and/or 
differential gene expressed data. 

The sequence information obtained in the contig assembly described above can be used to 

15 obtain a consensus sequence derived from the contig using the Sequencher program. The consensus 
sequence can then be used as a query sequence in a BLASTN search of the DGTI DoubleTwist Gene 
Index (DoubleTwist, Inc., Oakland, CA), which contains all the EST and non-redundant sequence in 
public databases. Alternatively, a sequence of a polynucleotide described herein can be used directly as 
a query sequence in a BLASTN search of the DGTI DoubleTwist Gene Index. 

20 Through contig assembly and the use of homology searching software programs, the sequence 

information provided herein can be readily extended to confirm, or confirm a predicted, gene having the 
sequence of the polynucleotides described in the present invention. Further the information obtained 
can be used to identify the function of the gene product of the gene corresponding to the 
polynucleotides described herein. While not necessary to the practice of the invention, identification of 

25 the function of the corresponding gene, can provide guidance in the design of therapeutics that target 
the gene to modulate its activity and modulate the cancerous phenotype (e.g., inhibit metastasis, 
proliferation, and the like). 

Although the foregoing invention has been described in some detail by way of illustration and 
30 example for purposes of clarity of understanding, it is readily apparent to those of ordinary skill in the 
art in light of the teachings of this invention that certain changes and modifications may be made 
thereto without departing from the spirit or scope of the appended claims. Those skilled in the art will 
recognize, or be able to ascertain, using not more than routine experimentation, many equivalents to the 
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specific embodiments of the invention described herein. Such specific embodiments and equivalents 
are intended to be encompassed by (he following claims. 
Deposit Information. 

A deposit of the biological materials in the tables referenced below was made with the 
5 American Type Culture Collection, 10801 University Blvd., Manasas, VA 201 10-2209, under the 
provisions of the Budapest Treaty, on or before the filing date of the present application. The 
accession number indicated is assigned after successful viability testing, and the requisite fees were 
paid. Access to said cultures will be available during pendency of the patent application to one 
determined by the Commissioner to be entitled to such under 37 C.F.R §1. 14 and 35 U.S.C. § 122. 
10 All restriction on availability of said cultures to the public will be irrevocably removed upon the 

granting of a patent based upon the application. Moreover, the designated deposits will be maintained 
for a period of thirty (30) years from the date of deposit, or for five (5) years after the last request for 
the deposit; or for the enforceable life of the U.S. patent, whichever is longer. Should a culture 
become nonviable or be inadvertently destroyed, or, in the case of plasmid-containing strains, lose its 
1 5 plasmid, it will be replaced with a viable culture(s) of the same taxonomic description. 

These deposits are provided merely as a convenience to those of skill in the art, and are not an 
admission that a deposit is required A license may be required to make, use, or sell the deposited 
materials, and no such license is hereby granted. The deposit below was received by the ATCC on or 
before the filing date of the present application. 
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Table 11. Cell Lines Deposited with ATCC 



Cell Line 


Deposit Date 


ATCC Accession No. 


CMCC Accession No. 


KM12L4-A 


March 19, 1998 


CRL-12496 


11606 


Kml2C 


May 15, 1998 


CRL-12533 


11611 


MDA-MB- 
231 . 


May 15, 1998 


CRL-12532 


10583 


MCF-7 


October 9, 1998 


CRL-12584 


10377 



In addition, pools of selected clones, as well as libraries containing specific clones, were 



assigned an "ES" number (internal reference) and deposited with the ATCC. Table 1 3 below provides 
the ATCC Accession Nos. of the ES deposits, all of which were deposited on or before June 13, 2000. 
25 The names of the clones contained within each of these deposits are provided in the tables numbered 22 
and greater (inserted before the claims). 



Table 12: Pools of Clones and Libraries Deposited with ATCC on or before June 13, 2000. 



Library No. 


CMCC No. 


ATCC Accession No. 


Library No. 


CMCC No. 


ATCC Accession No. 


ES168 


5276 


PTA-2027 


ES189 


5304 


PTA-2052 j 


ES169 


5277 


PTA-2028 


ES190 


5305 


PTA-2053 


ES170 


5284 


PTA-2029 


ES191 


5306 


PTA-2054 


ES171 


5285 


PTA-2030 


ES192 


5307 


PTA-2055 
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Library No. 


CMCCNo. 


ATCC Accession No. 


Library No. 


CMCCNo. 


ATCC Accession No. 


ES172 


5286 


PTA-2031 


ES 193 


5308 


PTA-2056 


ES173 


5287 


PTA-2032 


ES194 


5309 


PTA-2057 


ES174 


5288 


PTA-2033 


ES195 


5310 


PTA-2058 


ES175 


5289 


PTA-2034 


ES196 


5311 


PTA-2059 


ES176 


5290 


PTA-2035 


ES 197 


5312 


PTA-2060 


ES177 


5291 


PTA-2036 


ES 198 


5313 


PTA-2061 


ES178 


5292 


PTA-2037 


ES 199 


5314 


PTA-2062 


ES179 


5293 


PTA-2038 


ES200 


5315 


PTA-2048 


ESI 80 


5294 


PTA-2039 


ES201 


5316 


PTA-2049 


ES181 


5295 


PTA-2040 


ES202 


5317 


PTA-2063 


ES182 


5296 


PTA-2041 


ES203 


5318 


PTA-2064 


ES183 


5297 


PTA-2042 


ES204 


5319 


PTA-2065 


ES184 


5298 


PTA-2043 


ES205 


5320 


PTA-2066 


ES185 


5299 


PTA-2044 


ES206 


5321 


PTA-2067 


ES 186 


5301 


PTA-2045 


ES 207 J 


5322 


PTA-2068 


ES 187 


5302 


PTA-2046 


ES208 


5253 


PTA-2050 ! 


ES 188 


5303 


PTA-2047 


ES209 


5324 


PTA-2051 



Table 13 (inserted before the claims) provides the names of the clones in each of the above libraries. 

Retrieval of Individual Clones from Deposit of Pooled Clones , Where the ATCC deposit is 
composed of a pool of cDNA clones or a library of cDNA clones, the deposit was prepared by first 

5 transfecting each of the clones into separate bacterial cells. The clones in the pool or library were then 
deposited as a pool of equal mixtures in the composite deposit Particular clones can be obtained from 
the composite deposit using methods well known in the art. For example, a bacterial cell containing a 
particular clone can be identified by isolating single colonies, and identifying colonies containing the 
specific clone through standard colony hybridization techniques, using an oligonucleotide probe or 

10 probes designed to specifically hybridize to a sequence of the clone insert (e.g. , a probe based upon 
unmasked sequence of the encoded polynucleotide having the indicated SEQ ID NO). The probe 
should be designed to have a T m of approximately 80°C (assuming 2°C for each A or T and 4°C for 
each G or C). Positive colonies can then be picked, grown in culture, and the recombinant clone 
isolated Alternatively, probes designed in this manner can be used to PCR to isolate a nucleic acid 

15 molecule from the pooled clones according to methods well known in the art, e.g. , by purifying the 
cDNA from the deposited culture pool, and using the probes in PCR reactions to produce an amplified 
product having the corresponding desired polynucleotide sequence. 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 
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CLONE ID 


LIBRARY 


i 

X 


nyojuy 


9109 H07 oy43 97S0fifi 
ziuz.nuz.gzHo__z / juoo 


p 


M00063^1 AT3P0A 
XVXUUUu j J 1 *W>. JZfU*r 


vjlvlvpz 


9 
z 


£AAQ97 


0109 POft <*tA3 97^160 


r 


M000A3AQ3Tl*nO7 


ijrivJvpz 


3 


fi9ioai 

OZlVJOl 


9107 pTin rrrA3 97^1 03 


r 


M000A3^07P'R0ft 

lvlUUUOJJU / 13. DUO 


VJJtvivpZ 


A 
4 


ssaooo 


0 1 00 P 1 A crvAl 9759SA 
Z lUZ.r X*t.gZHO_Z / 3Z30 




1VA00OA3AQA'R'PO7 

iviuuuo j4yojD.r u / 


VJiNJvpZ 


Z 

J 


A/^A7G1 

404 ly 1 


9100 Al£rrrxA3 97S9ft3 
Z 1 UZ . A 1 0 .gZ4 j_Z / J Zo 3 


r 


\yTOOOA3 1 ^7P'R00 

iviuuuoj x j /o.Duy 


vjrivKpz 


O 


9jo14/ 


0 1 00 P 1 ft n^rA'i 97^31 A 
ZiUZ.JDXo.gZ4.5_Z IJO XO 


p 
r 


A/TOOOA3A<7 A -Til 9 
JVIUUUO J4 J / A.D 1Z 


VJlvKpZ 


/ 


3 /yi94 


9109 T9A rr~*A1 975A10 
ZlUZ.lZ4.gZ4o_Z /34Xy 


p 
r 


iy>roooA3/?o 1 r^'/^o^ 

JMUUUO J OU 1 U. 


VJixJNpZ 


O 

o 


^a^aho 

0*f jOKJy 


9103P01 cttAI 975A39 
z xu^.ru X .gZ4 J _Z / J4JZ 


p 


AT000A3 ft A AR-T_r09 
iYXUUUO J oOOtJ JrlUZ 


VJlvKpZ 


0 
y 


377£0£ 

j / /oyo 


9 1 03 A/T06 <»tA3 97SS 1 0 

ziuj.ivxuo.gz*f J__z / jjxy 


p 
r 


A/T000A3 0A3P-rH 9 
1Y1UUUO D y H 0 13 . VJ 1 Z 


VJlxXvpZ 


in 
xu 




9 1 03 IT 1 0 citAI 975Sft1 
Z 1 UO .1S> X U.gZ4 J__Z / 9 D 0 1 


p 


A/f000A3097 A *R0ft 
iviuuuo jyz / A.JOUO 


npp n7 
vrXvcvpZ 


1 1 


A09353 


9103 R13 rvyA3 975 A90 
Z X . Jo X J .gZ4 J__Z / 9 OZU 


p 


1VA000A3803P-P1 1 

lviuuuoJoUJJo.r 1 1 


vjJKrvpZ 


1Z 


1 ft AC 1/1 
•35U914 


9 1 03 F 1 7 CT7/13 97^^87 
ZXUJ .JZ/X /.gZ*f j_Z / Juo / 


p 
r 


\AO00A3ftAAAR1O 
iviuuuo J oo** A.ri x u 


vJiviypz 


13 


1/170 70 

14/z/y 


9103 T91 crvAl 97^7^A 
Z1UJ.JZX .gZ4J Z /3 / JO 


p 
r 


1VA000A3093P' A OA 
IVIUUUO J y Z J O . AW 


vJIxivpz 


1 A 
14 


ftft/i 

oo4 


919ft 1Z"0£ rYT/L3 977^07 
ZlZo.JS.U0,gZ4J__Z/ /9U/ 


p 
r 


A/T0009 ft A9 7P ' P 1 0 
JVlUUUZoOZ /i3.r 1Z 


1VAV ^99 
XVIVOZZ 


19 


1 ftft377 


919ft "H1^r*^A3 977Ailft 
ZXZo.rlX3.gZ4J_Z/ /04o 


p 


A/TOOOO ft 3 ^ OTI *P0Q 
1V1UUUZ 0 j D yU .r \J7 


A/TV '-^99 
XVI VOZZ 




19D01D 


919ft T317 r— -A3 977Aftft 
ZXZo.r 1 / .gZ4J_z/ /Ooo 


p 
r 


AA00039A7An*P07 
XYIUUUJZ4 /OJJ.rU / 


TV/TV7 ^99 
XVI V OZZ 


it 
X / 


1 9S£OA 
1Z90U4 


919ft PI ft ft-rA3 97770A 
ZXZo.r lo.gZ4J_Z / / /U*f 


P 
r 


AA00039A77 A -T109 


AAV ^99 
1V1 V "JZZ 


i ft 
Xo 


A391 SG 


919ft A9A rr^A3 9777ft^ 
ZlZo.AZ*f.gZ*f J>_Z / / /oj 


P 


Mooo9fto^i n'"ni o 




iy 


A9Q73S 
^zy /03 


9 1 30 M09 fYTA3 977RA7 
Z 1 JU.iNUZ.gZH> J_Z / / / 


p 
r 


\4"On03973A A -ROfi 
iYIUUUjZ /jDA.uuO 


MV <;99 
lVl v -«?zz 


zu 


79ft3ft 


9130n0^oTA3 9778QA 

zi ju.\juj.gz4J__z / /cyo 


p 
r 


AA000397A^P«P03 

iviuuujz /*vjv^.ruj 


iVl V OZZ 


Zl 


A3£ftftft 


9130 "MOO n9A3 9770^0 

zi Ju.iNuy.gzftj_z/ /yjy 


p 


MT0003973ftTYrr1 1 
1YLUUU3Z / J OU .VJ i i 


A4V-S79 
IVl V J zz 


zz 


A97<71 
'tZ / J f I 


9130^13^^3 97R017 
zi jU.rii j.gz**o z/oux/ 


p 


M00039ARSR«r 1 0 


MV.09 

IVl V"«JZZ 


0*2 
Zj 


3ftAGA 

3o4y4 


9130 Ml A rr-rA3 97ftOA^ 
ZX JU.rll0.gZ4J_Z/oUDJ 


P 


1Vyf00039ARAP«ni 0 
1VIUUU J Z 0 0 Ol-/ . U 1 U 


XVI VOZZ 


Oil 
Z4 


70^07 
/sou/ 


91 30 tT1 ft **tA3 97ftOQ7 
ZX JU.rlXo.gZ4o__Z/oUy / 


p 
r 


AA0OO39A8An-nO0 

xviuuuozooou.ouy 


TVAV ^99 

IVl V OZZ 


9S 

ZO 


AA1 Q7 

yuiyz 


913A Tift rvrr/13 97QOOO 

z x jU.j 1 o.gz4 / ouyy 


r 


A4Y1003 9 703 n • P 1 0 
iVIUUU jZ /UjL/.XjIU 


A/TV <i99 
IVl V OZZ 


9/C 

! ZD 


44oXj 


O 1 3A TOA r***A1 07C13A 

z X JU.lzU.gZ4J_Z / o X JU 


17 

r 


\yrooo39^o^p- aoi 
jvxuuu jzoyjD.Au x 


A/TV ^99 
1VX V OZZ 


07 
Z/ 


37£7<3 


0130TV491 rr-»A3 07ft 1 CO 
Z 1 JU.Mz X .gZ4 J_Z /o X jU 


p 
r 


TV/f0O039739 A • A 03 
JVXUUU jZ / jZA.AU j 


iVl vozz 


Oft 
Zo 


<3A9 
034Z 


0 1 <0 T-IIO f»rrA3 07ft370 
Z19Z.rlXU.gZ4j_Z/oJ /U 


p 
r 


1V^00030 1 00 A 'T-JOO 

iviuuu d y x uyA.Jtiuy 




OQ 

zy 




0 1 <0 "HI 0 r»-yA3 07ft30ft 
Z X3Z.JJlZ.gZ4J_Z /o jyo 


p 


lV/f000300^0n»P 1 9 

iviuuu j y uoyu . n x z 


TTPP-3 


30 
JU 


3£AS3 


0 1 *0 T31 A r»«rA3 07ftA0fi 
Z X 3Z.±> X4.gZ4 J_Z / 54Zo 


p 
r 


A/10003 OO 5 9 R -T-T03 

iviuuujyujzcnuj 


t TPP-3 


31 

Jl 1 


3 7<0 AA 
J /0U44 


0 1 <0 A 1 ft *»tA3 97ftA0 1 
Z 1 DZ J\ 1 0 .gZ4 J_Z / o4y 1 


17 

r 


A/10003 OOA7P- A OS 

iviuuu jyuH / 1^. au j 


TTPP.3 


"20 

3Z 


1 77^/1 1« 
J 041 J 


91^9 Tift rr^/13 97ft<00 
Z X 9 Z . J X 0 ,gZ4 d __L / 5 j UU 


r 


A/f 000301 9 1 P'POA 

iviuuu j y 1 z 1 . i^uo 


TTPP-3 


■JO 

DO 


97<7AC 

J /j /Uo 


9 1 T703 r*^/l3 97ft7CA 
Z X J J.rUJ.gZ4J_Z /o / JO 


p 

Jr 


\A0003Q999P-rJ0/; 

iviuuu j y zzz v./ . vju o 


TTPP-3 

Uv_/JrO 


3A 


070A/I £ 

j /yu4o 


91C9 TA<C /v^/13 97QOAO 

zXjJ.JUo.gZ4J_z/ooUo 


17 

r 


A/I00O3O9AAP-P1 0 

jviuuujyz44\^.r xu 


TTPP 3 


3S 


*2 AAA1 7 


91C3 TAft rr**A1 97ft OOO 

z 1 9 j .iuo .gz4 j_z / 0 00 y 


r 


li^000309AO A 'T-IOft 

jviuuu j yz4UA.riu o 


TTPP-3 


36 




2153O08e^43 97R84S 


F 


M0003 9274C *D 1 2 


UCP-3 


37 


376384 


2153.11 Lgz43_278887 


F 


M00039241A:H11 


UCP-3 


38 


372952 


2153.K14.gz43J278937 


F 


M00039251A.G12 


UCP-3 


39 


377696 


2154.M04.gz43_279163 


F 


M00039404B-.G11 


UCP-3 


40 


60037 


2154.G05.gz43_279173 


F 


M00039330B:H09 


UCP-3 


41 


390968 


2154.118.gz43_279383 


F 


M00039346C:G08 


UCP-3 


42 


376044 


2154.G21.gz43__279429 


F 


M00039336A:C07 


UCP-3 



73 



WO 02/14500 



PCT/US01/25840 



Table 2 



SEQ 
ID NO 


CLUSTER 


SEO NAME 
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T 


CLONE ID 
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A/f AAA/1 A1 10/^.TJAQ 

MUUU4U1 i3C:riuy 


UCr-3 


TO 

IJL 


CAC77C 

3U3z/j 


71 f\A T\f\ 1 OOTOOO 

Z 1 U4 .UU 1 .gz43_zy 1515 


17 

r 


AA AAA£/1 OOOP.AI 1 

MUUUo4UozC:Ul 1 


CjKRpz 


TX 


1 1 *27G 
11 3 ly 


7in/tXTA1 r»r»/10 707000 
Z 1 U4 .IN U 1 .gz43_Zy / 3 55 


17 

r 


A/TAAAA/1 1 O/itJ. A AO 

MUUU04 1 y4U . AUZ 


LrKKpz 


1A 
/4 


/l/tA*2Q7 
4403 y/ 


7 1 (\A XTfiO rvrr/IO 7Q70AC 
ZlU4.JNU3.gZ4J_zy /303 


17 

r 


A>f aaaa/1 i ocr^-uno 
MUUU04 1 y3CDUZ 


VjKKpZ 


*7S 
/3 


41 Q7A3 
4 15 /03 


71 A/! "DA/I rvrr/IO OQ7181 
ZlU4.JrU4.gZ43 Zy /353 


17 

r 


A yf A AA A A 7 7 AU • T7A 1 
lVlUUU04ZZU13.XiU 1 


CrKKpZ 


7A 

/o 


/1AOOA7 


71 A/1 "MAC /v-/n 007*207 

Z 1U4. JN U3 .gz43_zy 15 y 1 


17 

r 


A4"A AA£/f 1 OA'^^•^ ,, 1 A 

MU UU04 1 y oLI . U 1 U 


CrKKpZ 


/ / 


Aoocoa 
03yD /o 


OlA/l r*AO n ~A? 00*7/10/1 

ZlU4.UUo.gz43 zy/434 


17 

r 


Ayf A AAA/1 AOOT5 .T-IA7 

MUUU04U / /o.xlUZ 


LrKKpZ 


78 


376559 


2104 E08 0741 7Q7436 


F 


M00064101BE12 


GR"Rr>7 


79 


649035 


2104.Dll.gz43_297483 


F 


M00064085B:A12 


GRRpz 


80 


647586 


2104.Hll.gz43 297487 


F 


M00064131B:A09 


GRRpz 


81 


646187 


2104.F12.gz43^297501 


F 


M00064112A:G03 


GRRpz 


82 


727888 


2104.N13.gz43_297525 


F 


M00064201A;C08 


GRRpz 


83 


558382 


2104.E17.gz43_297580 


F 


M00064104BA01 


GRRpz 


84 


52644 


2104.C19.gz43_297610 


F 


M00064081A:D04 


GRRpz 
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SEQ 
ID NO 


CLTJSTPR 


SEONAME 


ORIEN 
T 


CT.ONF TD 


T TRPARY 


85 


454622 


OIA/I TIO r*~A1 OOOlCOO 

2 lU4.12U.gz43_Zy /o3Z 


T? 

r 


MUU064 14 /15.0U8 


CjKKpz ; 


86 


354032 


OIA/I AOI ~—A1 OOO^vIO 

2 104.A21 .gz43_297640 


T7 

r 


AVTAOOiC>! A/C/IT\.TM 1 

M00064064D:JJ 1 1 


CrRRpz 


on 
8/ 


a cm 1 O 

463217 


OIA/1 TCOO OOO/CO/C 

2104.b23.gz43_297676 


*c 
r 


MUU0641U /ClJi03 


GRRpz 


oo 
OO 


189U/3 


ICOI T TA/T _^/| O OOO/IOjC 

1521.riUo.gz43_3U34yo 


T? 

r 


MU0027 103U.b05 


AjT/^T? O 

MCF-7 


on 


i OC5 aa 

188309 


152 1 . J06.gz43_303498 


Jr 


liyfAAOOOO 1 Ot>./^ 1 O 

M000272 1 9JB:vj12 


TV /T/^17 o ! 

MCF-7 


9U 


1 QOCOC 

18 /5Z5 


1521.INlU.gz43_3U35oo 


T? 

r 


MUUU2/514L.rUl 


TV/T/-1T7 O 1 

MCr-/ 


91 


O 1 ace 

215366 


ICOI XTIO ~— /tO OOOCOQ 

152 l.N 12.gz43 303598 


b 


"\>TAAAOOC 1 

M00027517C:r08 


MCF-7 


oo 
92 


1 Q£CO/t 

186594 


KOI TJ1 0 ~._AQ OO0£OQ 

1 52 1 .HI 3 ,gz43_3 U3oU8 


•c 
r 


TV/fOOOOOl O0.TV17OO 

MUUU2 / 123JJ.FU2 


MCr-/ 


oo 
93 


O 1 QOO/1 

2189U4 


KOI All _,„/n on-j/rir 

1521.013.gz43 JU3615 


u 
r 


\ yf O O AO O < O » D OO. 

MUUU2 /58613.J3U3 


T\/f/^17 O 

Mtr-/ 


O/l 

94 


189993 


l co l /"M/i ft„>n o 0*2 /cio 
1521 .L,14.gz43_3U3oiy 


T7 

r 


AyfAAAO^/IO^ A >CU\1 

MUUU234UOA.UU3 


Mtr-/ 


oc 
95 


222818 


KOI U1/I c^rrAI KYlCSlA 

1 52 1 .ril 4 .gZ43_3 U3 024 


T7 

r 


A A AO 1 1 O -XJA ^ 

MUUUZ / 120CHU5 


Mtr-/ 


96 


185056 


1 52 1 . 0 1 6 .gz43_3 03 663 


T? 

r 


A >T A A A O O C Q O /"VC AO 

M00027587L:F02 


AjT/^T? O 

MCr-/ 


OO 

97 


1 A/1 

186404 


KOI DOA »»y11 ^AOOOQ 

152LF20.gz43_303 /28 


T? 

r 


AyrAAAOO/CA/!/^./^ 1 1 

M00027694L:C1 1 


Mtr-/ 


98 


649744 


Oil / TA^ ^ /fO 1A^1 1 O 

21 16.106.gz43_306217 


T? 

r 


TV VTAAA^O C OA A . A AO 

M00063580AA07 


WOca 


aa 

99 


535955 


O 1 1 £. T»AO . A O O A^O C C 

21 1 6. P08.gz43 306256 


r 


M00063994B:D10 


WUca 


1 AA 

lOO 


375328 


^11/ TAA - A-i O f\£.*^£.£. 

21 16J09.gz43_306266 


F 


A >TA AA^O C AOIO .T7 A A 

M00063592B:E09 


WOca 


1 A1 

101 


,4 jiaoa^ 1 

449206 


Ol 1 £ A lO >10 OA^OOI 

211 6. Al 3 .gz43_30632 1 


F 


AVTAAA/TO 1 A 

M00063 165C:r 10 


11 r/Oj_»„ 

WOca 


102 


89082 


rtl 1/ rif _ A o O A^OCT 

2116.E15.gz43 306357 


F 


A/TAAA^OCCOD.DA^ 

M00063552B:B06 


WOca 


103 


730600 


«1 i / T^O 1 A *> OA^>(M 

2116.D21.gz43_306452 


F 


Tk JTAAA^O C A ^"Tn>.T7A 1 

M00063546B:F01 


WOca 


1 A/4 

104 


372621 


21 16.O22.gz43_306479 


F 


A/TAAA/COOOO A .PAO 

M00063988A:L02 


WOca 


1 A.C 

105 


A 1 /OO^ 1 

416886 


21 17.M03.gz43_306557 


F 


A yTAAA^yf O A>l A ,AA1 

M00064394A;L02 


WOca 


106 


o oo /"o i 

372621 


21 17,D05.gz43_306580 


F 


"\ 4"A AA/ /I O AO/"VT7 1 O 

M00064307C:E12 


WOca 


107 


644919 


2 1 1 8 .N03 ,gz43_3 06942 


F 


TV f AAA/ vl / A 1 rfO .TTA/ 

M0006460 1C:H06 


11 r/^ 

WOca 


108 


446397 


OIIO A A A jli O AOAO C 

21 18.A09.gz43_307025 


F 


"X ifAAA/ yf /I ZTTX.^^AO 

M00064446D:C08 


11 r/"\ 

WOca 


109 


177443 


Ai in \ iTAA — jio lAIAOT 

2118.M09.gz43_307037 


F 


A jfAAA/il CAOA.T7AC 

M00064592D:F05 


WOca 


1 1 A 

110 


OO AOOO 

730238 


OIIO T TO A A O O A 0*0 OO 

2118 ,H24.gz43_3 07272 


F 


A>f AAAiCif CO /ITVEJA/I 

M00064534D:rl04 


WOca 


1 1 1 

111 


427907 


OIOI A Al AO OAOOOC 

2131 . AO 1 .gz43 307885 


F 


A/f AAAOOOiCiC A. A 1 A 

MUUU32 /66AIA1U 


TV iCT /■ COO 

MV-522 


112 


48238 


OIOI TV /An ill OAOAIO 

2131.M02.gz43_307913 


F 


u /ta aao noo/ A .r\A>i 

M00032886A:U04 


TV /fl 7 COO 

MV-522 


113 


i o /"o o a 

226324 


OIOI Ti A A A O O AO AT /I 

2131 ,B04.gz43_3 07934 


F 


TViTAAAOOOOO A -T TAP 

M00032783A:rlU8 


TV ifx r COO 

MV-522 


114 


A A t OA 1 

441801 


OIOI T? A/T AO OAOAiA 

213 l.E06.gz43_307969 


F 


AyrAAAOOOAOTJ.XJl A 

M00032809B.li 1 U 


\AT\7 COO 

MV02Z 


115 


62016 


OIOI VI 1 >tO O AO AC C 

2 1 3 1 .Kl 1 .gz43_308055 


T? 

F 


A JTAAAOOOOOTi. A AO 

M00032872B:A02 


AAA7 COO 

MV-522 


11/ 
116 


48238 


OIOI T? 1 O ><0 OAOA^C 

213LE12.gz43_308065 


F 


A/TAAAOOO 1 1 A .m A 

M0003281 lAJulU 


TV a~\ r COO 

MV-522 


117 


34071 


OIOI Til ifO TAOAOC 

2131.113.gz43_308085 


F 


TV A"AAAOOOCO A .13 AO 

M00032857A:B02 


TV A\ 7 COO 

MV-522 


118 


OO 1 O 

221686 


OIOI T*» 1 A Al O AO A A vl 

2131.B14.gz43_308094 


17 

F 


AvTAAAOOOO^ A -T.TA/f 

M00032786A.rlU4 


7V/T1 7 COO 

MV-522 


119 


440284 


OIOI ¥1 /■ o OAOIOjI 

2131J16.gz43_308134 


17 

F 


AiTAAAOOO^C A ,T\1 1 

M00032865A:L/1 1 


TV *r / COO 

MV-522 


ion 

lZv 


10/19.1 


9 1^1 PI ft rrvA/X 3fiR17'7 


r 




lvX V "J 1*1* 


121 


20453 


2131.A19.gz43 308173 


F 


M00032779A:A04 


MV-522 


122 


26926 


2131.I19.gz43 308181 


F 


M00032858D:H11 


MV-522 


123 


37805. 


2131.P19.gz43_308188 


F 


M00032915B:D01 


MV-522 


124 


441874 


2131.121.gz43_308213 


F 


M00032859C:E04 


MV-522 


125 


48238 


2131.A23.gz43 308237 


! F 


M00032780A:B09 


MV-522 


126 


i 169458 


1513.O03.gz43 .300292 


F 


M00022648C:D08 


MDA-MB-231 
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SEQ 
ED NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


127 


145815 


1513.F09.gz43_300379 


F 


M00022135D:D06 


MDA-MB-231 


128 


158321 


1513.H09.gz43_300381 


F 


M00022255B:F12 


MDA-MB-231 

ITjVX/i X lriX# X^«p/ X 


129 


168195 


1513.L10.gz43_300401 


F 


M00022537D:C05 


MDA-MB-231 


130 


101499 


1513.J13.gz43 300447 


F 


M00022445D:E12 


MDA-MB-231 

AT ■ ■ ^X X 1TXJU **** A 


131 


142842 


1513.A14.gz43 300454 


F 


M00007960D:E09 


MDA-MB-231 


132 


153316 


15 13.E14.gz43_300458 


F 


M00022072A:E12 


MDA-MB-231 


133 


142614 


1513.A15.gz43 300470 


F 


M00007963D:D03 


MDA-MB-231 


134 


99011 


1513N16ez43 300499 


F 


M00022622A:G01 


MDA-MB-231 


135 


171073 


1513P18sz43 300533 


F 


M00022710CH03 


MDA-MB-231 


136 


120049 


1513.D19.gz43 300537 


F 


M00021925A:H07 


MDA-MB-231 


137 


446572 


1562.B01.gz43 207804 


F 


M00042546A:D03 


UC2-NormColon 


138 


464091 


1562 F01 ez43 207808 


F 


M00042552D:A11 


UC2-NonnColon 


139 


408386 


1562J01.gz43 207812 


F 


M00042560B:A01 


UC2-NormColon 


140 


446829 


1562 L02 cz43 207830 


F 


M00042563A:F10 


UC2-NormColon 


141 


43338 


1562 P03 ez43 207850 


F 


M00042569B:G07 


UC2-NormColon 


142 


451780 


1562 F04 ez43 207856 


F 


M00042554A:C02 


UC2-NonnColon 

1/ 1 i villi wvlvii 


143 


456462 


1562 J04 ez43 207860 


F 


M00042560BG10 


UC2-NormColon 


144 


469511 


1562 G05 ez43 207873 


F 


M00042555DG10 


UC2-NormColon 


145 


455075 


1562 H05 ez43 207874 


F 


M00042557AD09 


UC2-NoimColon 


146 


447346 


1562 P05 ez43 207882 


F 


M00042569CB05 


UC2-NonnColon 


147 


147196 


1562 M06 ez43 207895 


F 


M00042564DF10 


UC2-NormColon 


148 


467262 


1562 F08 ez43 207920 


F 


M00042554CE02 


UC2-NormColon 

WV/Xt X i Villi VwlV/U 


149 


459536 


1562 L09 ez43 207942 


F 


M00042563CD08 


UC2-NormColon 

V>X* 1 ^ V/l U1W1V/H 


150 


460190 

"TVJV X S\J 


1562 P09 ez43 207946 


F 


M00042569DD02 


UC2-NormColon 


151 


447597 


1562 F10 ez43 207952 


F 


M00042554CF09 


UC2-NormColon 


152 


451737 

U X / J # 


1562G10ez43 207953 


F 


M00042556AG12 


UC2-NonnColon 

V 1 1 vl lllV>vl vll 


153 


446614 


1562 L10 ez43 207958 


F 


M00042563CE02 


UC2-NormColon 


154 


432159 


1562M10ez43 207959 


F 


M00042565AG05 


UC2-NonnColon 

\J V«/X> 1 ™ Ul lllVp/ vl vll 


155 


459523 


1562Lllez43 207974 


F 


M00042563D:D02 


UC2-NonnColon 


156 


460516 


1562Pllez43 207978 


F 


M00042570A:E08 


UC2-NormColon 


157 


446674 


1562D12ez43 207982 


F 


M00042550AD12 


UC2-NormColon 


158 


465594 


1562 F12 ez43 207984 


F 


M00042554DC08 


UC2-NormColon 

v^x# 1 1 vim w^vii 


159 


466719 


1562G12ez43 207985 


F 


M00042556BD12 


UC2-NormColon 


160 


463487 


1562 M12 ez43 207991 


F 


M00042565A:H03 


UC2-NonnColon 


161 

117 Jl 


446389 


1562 B13 ez43 207996 


F 


M00042546DE06 


UC2-NormColon 


162 


462149 


1562.C14.gz43_208013 


! F 


M00042548B:GOl 


UC2-NormColon 


163 


447174 


1562.G14.gz43J208017 


F 


M00042556B:E10 


UC2-NormColon 


164 


457405 


1562.K14.gz43_208021 


F 


M00042562C:A07 


UC2-NormColon 


165 


460766 


1562.O15.gz43_208041 


F 


M00042568C:E08 


UC2-NormColon 


166 


446703 


1562.N16.gz43^208056 


F 


M00042567C:E02 


UC2-NormColon 


167 


446981 


1562.D18.gz43_208078 


F 


M00042550CH10 


UC2-NormColon 


168 


387077 


1562.H18.gz43_208082 


F 


M00042558A:D03 


UC2-NonnColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


169 


460972 


1562.N18.gz43_208088 


F 


M00042567C:E07 


UC2-NormColon 


170 


417078 


| 1562.P18.gz43_208090 


F 


M00042570B:F11 


UC2-NormCoIon 


171 


461559 


1562.L19.gz43_208102 


F 


M00042564A:F01 


UC2-NormColon 


172 


464905 


1562.F20.gz43_208112 


F 


M00042555B:B07 


UC2-NonnColon 


173 


468330 


1562.H20.gz43_208114 


F 


M00042558A:F11 


UC2-NormColon 


! 174 


446620 


1562J21.gz43_208132 


F 


M00042561B:E12 


UC2-NonriColon 


175 


457842 


1562.P21.gz43_208138 


F 


M00042570C:B12 


UC2-NormColon 


176 


446531 


1562.B22.gz43_208140 


F 


M00042547B:D11 


UC2-NormColon 


177 


446621 


1562 J24.gz43_208 180 


F 


M00042561C:E12 


UC2-NonnColon 


178 


380127 


1562.N24.gz43_208184 


F 


M00042567D:E12 


UC2-NormColon 


179 


464275 


1563.D01.gz43_208190 


F 


M00042575D:A11 


UC2-NormColon 


180 


456920 


1563.C04.gz43_208237 


F 


M00042574C:A04 


UC2-NormColon 


181 


466971 


1563.B05.gz43_208252 


F 


M00042573A:D05 


UC2-NormColon 


182 


142559 


1563J05.gz43_208260 


F 


M00042698A:A01 


UC2-NormColon 


183 


457890 


1563.G08.gz43_208305 


F 


M00042691D:B03 


UC2-NormColon 


184 


453605 


1563.K08.gz43_208309 


f ; 


M00042699C:H06 


UC2-NonnColon 


185 


465339 


1563.N08.gz43_208312 


F 


M00042705A:B07 


UC2-NormColon 


186 


461734 


1563.I09.gz43J208323 


F 


M00042695C:F05 


UC2-NormColon 


187 


459961 


1563.D12.gz43_208366 


F 


M00042576B:D11 


UC2-NormColon 


188 


463951 


1563.F13.gz43_208384 


F 


M00042580C:A03 


UC2-NormColon 


189 


468783 


1563.A14.gz43_208395 


F 


M00042571C:F03 


UC2-NonnColon 


190 


447597 


1563JE14.gz43_208399 


F 


M00042578A:E08 


UC2-NormColon 


191 


463368 


1563.114.gz43_208403 


F ! 


M00042695D:H01 


UC2-NonnColon 


192 


451383 


1563.C15.gz43_208413 


F 


M00042575A:E02 


UC2-NormColon 


193 


467293 


1563.G16.gz43_208433 


F 


M00042692A:E11 


UC2-NormColon 


194 


446922 


1563.O16.gz43_208441 


F 


M00042707C:A09 


UC2-NormColon 


195 


446213 


1563.D17.gz43_208446 


F i 


M00042576D:A08 


UC2-NormColon 


196 


460244 


1563.F19.gz43__208480 


F 


M00042691A:D08 


UC2-NormColon 


197 


460789 


1563.A20.gz43_208491 


F 


M00042572B:E05 


UC2-NonnColon 


198 


451382 


1563.C20.gz43_208493 


F 


M00042575B:F02 


UC2-NormColon 


199 


468109 


1563.K20.gz43_208501 


F 


M00042700C:F11 


UC2-NormColon 


200 


447326 


1563.L20.gz43_208502 


F 


M00042702B:B07 


UC2-NormColon 


201 


463896 


1563.B21.gz43_208508 


F 


M00042573D:A10 


UC2-NormColon 


202 


446839 


1563.D21.gz43_208510 


F 


M00042576D:F01 


UC2-NormColon 


203 


446933 


1563.E22.gz43_208527 


F 


M00042579A:B05 


UC2-NoimColon 


204 


447826 


1563.L22.gz43_208534 


F 


M00042702B:G07 


UC2-NormColon 


205 


446409 


1563.B23.gz43_208540 


F 


M00042574A:F05 


UC2-NormColon 


206 


453908 


1573.N01.gz43_208584 


F 


M00042895C:C10 


UC2-NormColon 


207 


447421 


1573.D02.gz43_208590 


F 


M00042747D:C08 


UC2-NormColon 


208 


447141 


1573.P02.gz43_208602 


F 


M00042898AJH05 


UC2-NormColon 


209 


447645 


1573.E04.gz43_208623 


F 


M00042750D:E07 


UC2-NormColon 


210 


401426 


1573.K06.gz43_208661 


F 


M00042890D:G05 


UC2-NormColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


211 


466894 


1573.B07.gz43_208668 


F 


M00042744A:D11 


UC2-NonnColon 


212 


447161 


1573J08.gz43_208692 


F 


M00042889D:A01 


UC2-NormColon 


213 


633946 


1573.M08.gz43_208695 


F 


M00042894B:E05 


UC2-NormColon 


214 


557974 


1573X09.gz43_208710 


F 


M00042892C:E03 


UC2-NormColon 


215 


466920 


1573.D10.gz43_208718 


F 


M00042748D:D08 


UC2-NormColon 


216 


642146 


1573.F10.gz43_208720 


F 


M00042882C:F06 


UC2-NormColon 


217 


464205 


1573J10.gz43J208724 


F 


M00042889D:A12 


UC2-NonnColon 


218 


641890 


1573.L10.gz43_208726 


F 


M00042892D.C04 


UC2-NormColon 


219 


650195 


1573.Hll.gz43_208738 


F I 


M00042886C:F01 


UC2-NoimColon 


220 


467293 


1573.F12.gz43_208752 


F 


M00042882C:G07 


UC2-NormColon 


221 


650756 


1573.N12.gz43_208760 


F 


M00042896A:D04 


UC2-NormColon 


222 


452611 


1573.N13.gz43_208776 


F 


M00042896A:E03 


UC2-NormColon 


223 


650944 i 


1573.N14.gz43_208792 


F 


M00042896A:F09 


UC2-NormColon 


224 


639372 


1573.E15.gz43_208799 


F 


M00042881C:C11 


UC2-NormColon 


225 


645690 


1573JF15.gz43_208800 


F 


M00042882D;C04 


UC2-NormColon 


226 


645470 


1573H16.gz43_208818 


F 


M00042886D:E10 


UC2-NormCoIon 


227 


651029 


1573.M17.gz43_208839 


F ! 


M00042894D:G05 


UC2-NormColon 


228 


639849 


1573.F18.gz43_208848 


F 


M00042883A:F06 


UC2-NormColon 


229 


486238 


1573.K19.gz43_208869 


F 


M00042891CH01 


UC2-NormColon 


230 


463060 


1573.G21.gz43 208897 


F ; 


M00042885AG09 


UC2-NormColon 


231 


469150 


1573.C22.gz43_208909 


F 


M00042747A:G12 


UC2-N6rmColon 


232 


472101 


1574.00 Lgz43_208969 


F 


M00054797D:F01 


UC2-NormColon 


233 


641875 


1574.P02.gz43_208986 


F 


M00054799C:G11 


UC2-NormColon 


234 


465104 


1574.A03.gz43_208987 


F 


M00042900B:B10 


UC2-NormColon 


235 


470641 


1574.C03.gz43_208989 


F 


M00042904A:H10 


UC2-NormColon 


236 


451624 


1574.D04.gz43_209006 


F 


M00042906CA10 


UC2-NoimColon 


237 


639391 [ 


1574.N04.gz43_209016 


F 


M00054796B:A01 


UC2-NormColon 


238 


470462 


1574.B05.gz43_209020 


F 


M00042902B:H01 


UC2-NonnColon 


239 


482043 


1574J05.gz43_209028 


F 


M00042915A:E06 


UC2-NoimColon 


240 


641525 


1574.N05.gz43_209032 


F 


M00054796B:C08 


UC2-NonnColon 


241 


642691 


1574.E06.gz43_209039 


F 


M00042908A:B01 


UC2-NormColoa 


242 


466697 


1574.G06.gz43_209041 


F 


M00042910D:A02 


UC2-NormColon 


243 


649965 i 


1574.H06.gz43_209042 


F 


M00042912A:C01 


UC2-NormColon 


244 


651051 


1574J06.gz43j209044 


F 


M00042915A:G10 


UC2-NormColon 


245 


450506 


1574.M06.gz43_209047 


F 


M00054794C:G11 


UC2-NormColon 


246 


453572 ! 


1574.O06.gz43_209049 


F 


M00054798B:A01 


UC2-NormColon 


247 


447660 


1574.B07.gz43_209052 


F 


M00042902C:E11 


UC2-NormColon 


248 


447147 


1574.C07.gz43_209053 


F 


M00042905A:A07 


UC2-NormColon 


249 


647639 


1574.F07.gz43_209056 


F ; 


M00042909B:C04 


UC2-NormColon 


250 


649965 


1574.G08.gz43J209073 


F 


M00042910D:E11 


UC2-NormColon 


251 


639371 


1574.109.gz43_209091 


F 


M00042914A:B05 


UC2-NonnColon 


252 


474298 


1574.M09.gz43_209095 


F 


M00054794D:D02 


UC2-NormColon 
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253 


646568 


1574.M10.gz43 209111 


F 


M00054794D:D08 


UC2-NormColon 


254 


639787 


1574.P10.gz43 209114 


F 


M00054800B:C06 


UC2-NonnColon 

x> V^XV X 1 vl XXXX«^V/XVxXX 


255 


447750 


1574 All ez43 209115 

A»/ / • .A M.X A >gu 1^ «Wy A J**S 


F 


M00042901AF12 




256 


649810 


1574 Gil ez43 209121 


F 


M00042911AA02 

1T1V W I JLdjS A AX k.XAAJA. 




257 


645924 


1574 HI 1 cz43 209122 


F 


M00042912BF11 

XTlw ww i^X>-^ Awl w iA X X. 


UC2-NormColon 


258 


413767 


1574Lllez43 209126 


F 


M00054793CD11 


UC2-NormColon 

\J \~>£* X > VJx XIX V^UlUil 


259 


641069 


1574 E12 ez43 209135 


F 


M00042908BA11 


UC2-NormColon 

V>^r X ^ Ul Xlx Ui \Ja± 


260 


649900 


1574 G12 ez43 209137 


F 


M00042911AB02 

ATA \J\t V I A*.*' A AX V.A*rVrX> 


UC2-NonnColon 

\J X ^ ul XIX V^Vlvll 


261 


560868 


1574J12ez43 209140 


F 


M00042915CE05 


UC2-NormColoii 


262 


513262 


1574.P12.gz43 209146 


F 


M00054800B:C11 


UC2-NormColon 


263 


640306 


1574.L13.gz43 209158 


F 


M00054793D:H11 


UC2-NormColon 


264 


389591 


1574.A14.gz43 209163 


F 


M00042901A:H11 


UC2-NormColon 


265 


447815 


1574.C14.gz43_209165 


F 


M00042905C:G08 


UC2-NonnColon 


266 


95617 


1574D14ez43 209166 


F 


M00042907AB11 

ITAv V V/ 1 X* ✓ w # -XX* JL/ X X 


UC2-NormColon 


267 


465984 


1574.B15.gz43 209180 


F 


M00042903BC09 

XT XV w V f X* -X v«/i^ ( w ✓ 


UC2-NormColon 


268 


447692 


1574 D15 sz43 209182 


F 


M00042907AF03 


UC2-NonxxColon 

V-/ vy^w X ~ \J& lllwvlwll 


269 


641029 


1574 G15 ez43 209185 


F 


M00042911AD04 


UC2-NonnColon 

kj \*>£* a i ui axx \-/x vyxx 


270 


650527 


1574 J15 ez43 209188 


F 


M00042915DA11 

ITAV w w *^X*.^ X *v X-* .X X X X 


UC2-NormColon 

V> \*j£* A ^ Ul AAA>_sUlVSAA 


271 


641315 


1574 015 ez43 209193 


F 


M00054798DA12 


UC2-NonnColon 

\_/^< A 1 XJA XXX \^\/A \JAX 


272 


474298 


1574P15sz43 209194 


F 


M00054800BE08 


UC2-NormColon 


273 


645954 


1574H16ez43 209202 


F 


M00042912DH08 


UC2-NormColon 

V> V/ A 1 Ul xllVA/xvll 


274 


640181 


1574M16sz43 209207 


F 


M00054795AA08 


UC2 -NormColon 


275 


650235 


1574F17ez43 209216 


F 


M00042909CF10 

ATA W/V/~<6»^ Vs.A A V/ 


UC2-NormColon 

\-J V>A« X 1 UA All VvlUXl 


276 


640356 


1574H17ez43 209218 

Ate/ / T^.AAA / tf^lttmJ AV/yxjlU 


F 


M00042912DH10 


UC2 -NormColon 

V> \sA* llUllUVvlUll 


277 


649744 


1574 E18 cz43 209231 


F 


M00042908CA03 


UC2-NormColon 

\J V/A< A 1 UA lUWtV/Xl 


278 


650564 


1574F18ez43 209232 


F 


M00042909DB11 


I Tr?-MoTm Colon 

\J \_/ A, 1 lVJl XlxVyV^XUXX 


279 


527355 


1574 G18 ez43 209233 


F 


M00042911AH12 

AtAV/ V/\/ i ^ J7 X A XL. A 11L 


UC2-NormColon 


280 


452989 


1574 H18 sz43 209234 


F 


M00042913xA:D09 


UC2-NonnColon 

V/ VyA« A l Ul AUV/vAvlX 


281 


648159 


1574.K18.gz43 209237 


F 


M00054792BA03 

X»Xw w ww 7 »^ / «^XVX*#ftX Xww 


UC2-NonnColon 

w V^X* X i V/l 111 w VI Vll 


282 


714629 


1574E20ez43 209263 


F 


M00042908CD12 

KXvV/U^Xo' vUV>,A/ Xib 


UC2-NormColon 

V> Wiw X ^ VI 11 1 vivu 


283 


467364 


1574 120 ez43 209267 


F 


M00042914BH03 


UC2-NormColon 


284 


644789 


1574.N20.gz43 209272 


F 


M00054797C:F03 


UC2-NoiixiColon 

V/ V^X> X ^ vllUwv/ivAi 


285 


646404 


1574.J21.gz43 209284 


F 


M00054791A:G04 


UC2-NormColon 


286 


639740 


1574.H22.gz43 209298 


F 


M00042913BE10 

X'Xwwv/ XwX^.XVXw 


UC2-NonnColon 


287 


649852 


1574.I22.gz43 209299 


F 


M00042914DB10 

XTXX/ww «^X*^ X 1X-^#XV XV 


UC2-NonnColon 


288 


644376 


1574.G23.gz43J209313 


F 


M00042911BiI08 


UC2-NonnColon 


289 


639901 


1574.P23.gz43_209322 


F 


M00054800D:D08 


UC2-NonnColon 


290 


647086 


1574.E24.gz43_209327 


F 


M00042908D:G12 


UC2-NormColon 


291 


562247 


1574.G24.gz43_209329 


F 


M00042911C:D01 


UC2-NormColon 


292 


446974 _j 


1574.J24.gz43_209332 


F 


M00054791B:C09 


UC2-NonnColon 


293 


513248 


1575.A01.gz43_209339 


F 


M00054800D:F08 


UC2-NormColon 


294 


467989 


1575.M01.gz43_209351 


F 


M00055429B:B12 


UC2-NonnColon 
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295 


650184 


1575.N01.gz43J209352 


i F 


M00055430D:F04 


UC2-NormColon 


296 


! 649872 


1575.E02.gz43_209359 


F 


M00054916A:A05 


UC2-NormColon 


297 


649506 


1575.G02.gz43_209361 


F 


M00054918A:D02 


UC2-NormColon 


298 


446254 


1575.M02.gz43_209367 


F 


M00055429B:E12 


UC2-NormColon 


299 


641542 


1575.O02.gz43_209369 


F 


M00055432B:H02 


UC2-NormColon 


300 


649933 


1575.103.gz43_209379 


F 


M00054920B:C04 


UC2-NormColon 


301 


639444 


1575.M03.gz43_209383 


F 


M00055429B:G04 


UC2-NormColon 


302 


553100 


1575.G04.gz43_209393 


F 


M00054918A:F09 


UC2-NormColon 


303 


549699 


1575.A05.gz43_209403 


F 


M00054911A:C08 


UC2-NormColon 


304 


639256 


1 575 .E05 .gz43_209407 


F 


M00054916A:E05 


UC2-NormColon 


305 


644556 


1575.H05.gz43_209410 


F 


M00054919C:F06 


UC2-NonnColon 


306 


500337 


1575 .105 .gz43_209411 


F 


M00054920B:C12 


UC2-NormColon 


307 


643924 


1575.K05.gz43_209413 


F 


M00055427A:F01 


UC2-NormColon 


308 


639394 


1575.E06.gz43_209423 


F 


M00054916A:F10 


UC2-NonnColon 


309 


452986 


1575J06.gz43_209428 


F 


M00055426B:B02 


UC2-NormColon 


310 


654723 


1575.K06.gz43_209429 


F 


M00055427A:F02 


UC2-NormColon 


311 


645344 


. 1575.N07.gz43_209448 


F 


M00055431A:H05 


UC2-NormColon 


312 


645162 


1575.O07.gz43_209449 


F 


M00055432C:F01 


UC2-NormColon 


313 


589098 


1575B08.gz43_209452 


F 


M00054912B:C05 


UC2-NormColon 


314 


643843 


1575.F08.gz43_209456 


F 


M00054917CD03 


UC2-NormColon 


315 


647109 


1575,P08.gz43_209466 


F 


M00055434A:A03 


UC2-NonnColon 


316 


467381 


1575.D09.gz43_209470 


F 


M00054914D:G07 


UC2-NonnColon 


317 


570812 


1575.N09.gz43_209480 


F 


M00055431B:A01 


UC2-NormColon 


318 


559776 


1575.A10.gz43_209483 


F 


M00054911A:G01 


UC2-NormColon 


319 


648532 


1575.F10.gz43 209488 


F 


M00054917C:F03 


UC2-NormColon 


320 


449861 


1575.G10.gz43 209489 


F 


•M00054918B:H01 


UC2-NormColon 


321 


643843 


1575.I10.gz43 209491 


F 


M00054920C:A06 


UC2-NormColon 


322 


41141 


1575.K10.gz43_209493 


F 


M00055427B:E01 


UC2~NormColon 


323 


648664 


1575.Ell.gz43_209503 


F 


M00054916B:E02 


UC2-NormColon 


324 


640814 


1575.Kll.gz43_209509 


F 


M00055427B:F06 


UC2-NormColon 


325 


584071 


1575.Mll.gz43_209511 


F 


M00055429D:G07 


UC2-NormColon 


326 


450225 


1575.C12.gz43_209517 


F 


M00054913C:G03 


UC2-NormColon 


327 


452707 


1575.112.gz43_209523 


F 


M00054920C:D05 


UC2-NormColon 


328 


243722 


1575.L12.gz43 209526 


F 


M00055428C:G06 


UC2-NormColon 


329 


641057 


1575.B13.gz43_209532 


F 


M00054912C:C01 


UC2-NonnColon 


330 


413767 


1575.D13.gz43_209534 


F 


M00054915A:G03 


UC2-NonnColon 


331 


504568 


1575.K13.gz43_209541 


F 


M00055427CA06 


UC2-NormColon 


332 


639992 


1575.A15.gz43_209563 


F 


M00054911B:E10 


UC2-NormColon 


333 


456923 


1575.G15.gz43_209569 


F 


M00054918D:C03 


UC2-NormColon 


334 


649555 [ 


1575J15.gz43_209571 


F 


M00054920C:F02 


UC2-NormColon 


335 


649746 


1575J15.gz43_209572 


F 


M00055426C:C10 


UC2-NonnColon 


336 


644692 


1575.F16.gz43_209584 


F 


M00054917D:A12 


UC2-NonnColoii 
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337 


452204 


1575.G16.gz43_209585 


F 


M00054918D:C11 


UC2-NormColon 

vy X i v/xxitvy\yxv^xx 


338 


61616 


1575.H16.gz43 209586 


F 


M00054920AA05 


UC2-NormColoii 


339 


495143 


1575.M16.gz43_209591 


F 


M00055430BE08 


UC2-NormColon 

V Vy X ^1 V/X X XX Vy wlwll 


340 


644371 


1575 016 ez43 209593 


F 


M00055433AB07 


vyVvA L-^lviXlltVyVlXV/lX 


341 


630269 


1575K17ez43 209605 


F 


M00055427CE12 


UC2-NormColon 

vy vva« x ~ Vyi xitvy vx vix 


342 


446932 


1575 017ez43 209609 


F 


M00055433AB08 


UC2-NormColon 

vy Vy^ x i iyxxxiv^\yi\yxx 


343 


639662 


1575F18sz43 209616 


F 


M00054917DD12 


U^-NormColon 

WVyx» X^l V/XlJllVyV/XVXX 


344 


611927 


1575L18az43 209622 


F 


M00055428DG12 


UC2-NormColon 

vy Vy^» x ^ivyxxitvyv/iv/xx 


345 


641925 


1575 018 ez43 209625 


F 


M00055433AC02 


UC2 -Norm Colon 

Uv>^ X^l iyXXllVyVyiV/XX 


346 


651020 


1575P18ez43 209626 


F 


M00055434C-B11 

XTX WV«y i/tJ^ V>»X^ X X 


UC2-NorniColon 

Vy V_/^» X i VyXXUVyV/XUXX 


347 


639255 


1575F19ez43 209632 


F 


M00054917DE05 


T If? -NormColon 

VV£> X^( V#XlilV/V'lwXl 


348 




1575 G19 ez43 209633 


F 


M00054918DH09 


T TP7 -NnrmCnlnn 


349 


468783 


1575 K19 ez43 209637 


F 


M00055427CH1 1 


T 1CD -NormColon 

UVvx» X^l V/lXlIVyV/XWXX 


350 


417130 


1575B20ez43 209644 


F 


M00054912DG01 


T If^-NnrmColon 

\J\s*t X^IWlXllVyV^Xv/IX 


351 


448606 


1575 B21 ez43 209660 


F 


M00054912DG04 


T JCJ -NormColon 

\J\s£* X> VylXllVyVlXV/XX 


352 


456420 

~«y V/i £*\J 


1575 K21 oz43 209669 


F 


M00055427DE05 


T Jr2-NormColon 


353 


640369 


1575 P21 ez43 209674 


F 


M00055434DB06 


T IP9 - NormColon 

VJVv/rf Jl~ VyllllVyv'XWlX 


354 


473854 


1575 E22 ez43 209679 


F 


M00054917AF07 


IJC2-Norm Colon 

V^VyZ> X > wXAllV^VyXVJXX 


355 


564440 


1575H22cz43 209682 


F 


M00054920AC11 

iTiv/uuJ i yz<UiV. v J- x 


T JC2 -NormColon 

vVVy/J X^( V/i AliV^VXtJXX 


356 


639520 


1575L22ez43 209686 


F 


M00055429A*H04 

xvxv/\/\y»y n/T^yxVti xvy ~ 


I IC? -NormColon 

Vy Vy<£s X > V/XXX1 Vy VyXVyXX 


357 


649195 


1575 022 ez43 209689 


F 


M00055433AE04 


T JC2-NorniColon 

Vy KsZ. X ^1 VyXXllV^VXVyXX 


358 


57183 


1575P22ez43 209690 

X«/ f — ' .X fill J £^\J J \j y \J 


F 


M00055434DE09 


UC2-NormColon 

VsVy^ X^VJXlLlVvVyXVylX 


359 


648609 


1575 E23 ez43 209695 


F 


M00054917BA05 


UC2 -NormColon 

UVy^ X t| WXXllV^VXUXX 


360 


648532 


1575 F23 ez43 209696 


F 


M00054917DH02 


UC2 -NormColon 

Vy V_^Zj x t VlXilVyV/XV/XX 


361 


642073 


1575 N23 ez43 209704 


F 


M00055432BB04 


UC2-NormColon 


362 


377855 


1575B24ez43 209708 


F 


M00054913AB12 

jiTX\/\y\y»y~^ x jriiiy x^> 


UC2-NormColon 

vy Vy x ui xxi wvrxvyxx 


363 


452845 


1575G24ez43 209713 


F 


M00054919AH04 


UC2-NormColon 

vy v*> x i v/xxxxvyv/xx/ix 


364 


638758 1 


1575 024 ez43 209721 


F 


M00055433CA11 


UC2-NormColon 

vyvy^r x i v/xxxtvyv/xvyxx 


365 


639829 


1576A04ez43 209771 


F ; 


M00055435BC09 


UC2-NormColon 


366 


484145 


1576 105 cz43 209795 


F 


M00055446BA12 


UC2-NormColon 

vy v>i x ^ vyxxiivy\yxv/xi 


367 


640055 


1576 A08 ez43 209835 


F 


M00055435CE12 

iiiwvuyj i j — / v> .xj x 


UC2-Norm Colon 

V/ Vy X ~ V/X XI 1 Vy V/X VXX 


368 


639928 


1576 108 ez43 209843 


F 


M00055446BD08 

i.Tivv/vyyTTviy>ji/vu 


UC2-NormColon 

WV/ti i. ^ VIX XXLVy V/I.V/1X 


369 


526606 


1 576 T 08 pt41 209846 

x«/ / V.JjvO.gb'TJ i,V/70"v 


F 


M00055450BG07 


UC2-NormColon 

Vy V/X« X > Vy 1 XXXVyVyXWXX 


370 


653616 

vJJU X \J 


1 576 E09 &z43 209855 


F i 


M00055440DD02 


UC2 -NormColon 

vy \~r.d x ^ v/x xxiVv vyx v/ix 


371 


624440 


1576M12$»743 209911 


F 


M00055451CB08 


UC2-NormColon 

vy v^x< x vyxxiiVyv/xvyii 


372 


560791 


1576.012^43^209913 


F ! 


M00055453D:E12 


UC2-NormColon 


373 


639287 


1576.A13.gz43_209915 


F 


M00055435D:G11 


UC2-NormColon 


374 


475184 


1576.M14.gz43_209943 


F 


M00055451C:E10 


UC2-NormColon 


375 


626061 


1576^15^43^.209947 


F 


M00055436A:E04 


UC2-NormColon 


376 


640734 


1576.E16.gz43_209967 


F 


M00055441AG07 


UC2-NormColon 


377 


466092 


1576.B17.gz43_209980 


F 


M00055437D:B06 


UC2-NormColon 


378 


639711 


1576.A19.gz43_210011 


F 


M00055436B:B06 


UC2-NormColon 
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SEQ 
IDNOj 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


379 


640522 


1576 C21 ez43 210045 


F 


M00055439BB07 


UC2-Normro1on 


380 


651038 


1585 101 ez43 210211 


p 


M00055465AC05 




381 


466440 


1585.B02.gz43_210220 


F 


M00055456CA10 


UC2 -NormColon 


382 


648123 


1585 .C02 .gz43_2 1022 1 


F 


M00055458BB04 


UC2-NormColon 

wvi XlV/XXUV^UlUXl 


383 


646318 


1585K02ez43 210229 


F 


M00055468AA05 




384 


598589 


1585E03az43 210239 


F 


M00055460BG06 


UC2-NormColon 


385 


447863 


1585 F03 sz43 210240 


F 


M0 005 5 46 1 A:H03 


UC2-Nnrm Pnlnn 

WVz^ X 1 \JX AXXVxVJlVJAX 


386 


562236 


1585 P05 ez43 210282 


F 


M00055494CG10 


UC2-NormColon 


387 


559369 


1585.A06.gz43 210283 


F 


M00055456AB03 


UC2-NonnColon 

V<» V^X# A lvllllVvll/il 


388 


484126 


1585.B06.gz43 210284 


F 


M00055456CG04 


UC2-NormColon 


389 


558839 


1585.P06.gz43 210298 


F 


M00055494CG11 


UC2-NormColon 


390 


555820 


1585 J07 ez43 210308 


F 


M00055467AA07 


KJ V>«> X1V/X XXX^/UXUXA 


391 


544461 


1585 H09 ez43 210338 


F 


M00055463DG01 


UC2-NormColon 


392 


642478 


1585 A10 ez43 210347 


F 


M00055456AF01 


T ir^-MnrmPnlnn 


393 


643843 


1585 Cll ez43 210365 


F 


M00055458CG02 


UC2-NonnColon 

*._<* X ~ ul 1 XI V*/VJX vyXX 


394 


640400 


1585 G12 ez43 210385 


F 


M00055462CA11 


Ur2-Normro1nii 

\j V>^— X i \Ji 11 1 vwlUU 


395 


645201 


1585 L12 ez43 210390 


F 


M0005 5 469C F09 


T JCl-NnrmCnlrm 


396 


640792 


1585 F13 ez43 210400 


F 


M00055461CE05 


Im/V/a« 1 > VJX X IX V_/VJXUJJ. 


397 


640913 


1585 H13 ez43 210402 


F 


M00055464BE06 


Uri-Nnrmrnlnii 

\J\*/Z. XiUl IXXV^ wlVJXX 


398 

J 7 0 


639607 


1585 113 ez43 210403 


F 




T Tr9-.tJnrmrnlnTi 

W V/A» XNVJXXllV^VJlULLX 


399 


639932 


1585 B14 ez43 210412 


F 


M00055456DG04 


T JC7 -Nnrmr olnn 

\J\s£* Xl VJ1XXXV>L/XVJX1 


400 


640662 


1585 D14 ez43 210414 


F 


M000S5460AD01 


T TC^-NnrmPxMnri 

Wvi> 1 >\JXXXI VvVJiUlX 


401 


598589 


1585 G14 ez43 210417 


F 


M00055462CC03 


wV^x« X > VJ1 XX XV> wX VJXX 


402 


556654 


1585 H14 ez43 210418 


F 


M00055464BE11 


T IC? -Norm C nl nn 

X> \JX1XXV>VJXUXX 


403 


555193 

%J ~) -*J X *r -J 


1585 014 ez43 210425 


F 


M00055493DB07 


KJK^/JL XlUXXXl^/V/XUXX 


404 


641066 


1585 E15 ez43 210431 


F 


M00055460DB06 


V^>-/x. X> \JX XIX^/VJXNJXA 


405 


664711 


1585 H15 ez43 210434 


F 


M00055464BG03 


UC2-NormColon 

V X^X* A 1 V-/AAXXV_/\JXVJXX 


406 


549611 


1585 115 ez43 210435 


F 


M00055466AC05 


\J V^A. llUlil XV-/ 1 WAX 


407 


639726 


1585 K16 ez43 210453 


F 


M00055468CB07 


UC2-NonnColoxi 


408 


607422 


1585 F17 ez43 210464 


F 


M00055461DC09 


IJC2-NormColon 

\J vXi 1 1 V/A A L 1\_/Vy XVJAA 


409 


584745 


1585 M17 ez43 210471 

X «y V— ' .ATA X f • uli T*' £>lv~' X 


F 


M00055491AH01 


UC2-NormColon 


410 


661194 


1585.H19.gz43 210498 


F 


M00055464D.A04 


UC2-NonnColon 


411 


559549 


1585 J20 ez43 210516 


F 


M00055467D:A01 


UC2-NormColon 


412 


641645 


1585 A22 ez43 210539 


F 


M00055456BG08 


UC2-NormColon 

1/ VX X 1 VI ill Vvl wil 


413 


641467 


1585 C22 2z43 210541 

x»/ . v^x» a« »£j ' «t#x\/«^^x 


F 


M00055459BA02 


UC2-NormColon 


414 


640368 


1585.F22.gz43_2 10544 


F 


M00055462A:A09 


UC2-NormColon 


415 


412416 


1585.G22.gz43_210545 


F 


M00055462D.H12 


UC2-NormColon 


416 


650914 


1585.H22.gz43_210546 


F 


M00055464D:F08 


UC2-NormColon 


417 


3 


1585.J22.gz43_210548 


F 


M00055467D-.C10 


UC2-NormColon 


418 


646318 


1585.N22.gz43_210552 


F 


M00055492C:H07 


UC2-NonnColon 


419 


237288 


1585.P22.gz43_210554 


F 


M00055495C-.F03 


UC2-NormColon 


420 


650605 


1585.B23.gz43_210556 


i F 


M00055457D:F09 


UC2-NonnColoxi 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


0RJEN 
T 


CLONE ED 


LIBRARY 


421 


643991 


1585 E23 bz43 210559 


r 




\J V^Z~1>1 UIlIIvAJlUIl 


422 


398061 


1585 G23&743 710561 


F 

X 


M00055463A-A1 1 


UV>Z~1> UI III^UIUII 


473 


505033 

JUJ7JJ 


1585 T?4o-743 710580 


XT 


M0005 5467D G08 


T TP9 JMnrm Pr»1 nn 
VJ v>Z -IN uiiiiwUiun 


494 

HZ** 


640068 


1585 104 0-7-43 710581 

1 J O J .IVZT-.gZt J Z 1 U J O 1 


F 

JT 


M00055460 A -FI08 

1Y1U U W J J*t OyrV . L/ UO 


T Tr i 9JMr»rmr , rk1/\n 

u v>z-in orm v^oioii 


475 

*tZ J 


4748? 1 


1585N?4ay43 710584 
i JOJ.iNzt.gztJ Aiujot 


F 


M00055409Tj-R08 

1V1UUUJ JtyZJL/.DVIO 


T Tr , 9JMr\rmr , rklnti 

u v^z-in onn^oion 


476 


734606 i 


1587P01 ot43 711361 


F 


M0O055510AFO8 
iviuvu j j j i7/v.ruo 


T TP9 .Norm Pol nn 
w VfZ~l>» U1111VA/1UU 


477 


507780 


1587F01 a^43 711363 


F 


M0005559 1 C-R08 

1VX \J \J \J~J +J J £. X V* . XT> \j O 


T TP? -TsJnrmPnl nn 


478 


407483 


1 587 RO? ^743 7 1 1 376 

1 JO / ,UUZ>.gLt J £>11J/U 


TP 

X 


M0005 5 5 1 1C *H07 

1YXV/\7V/^JJ X / \-> .X XV7 / 


T TP9-NTnrmPnlnn 

\J V_^Z. 1 1 VJI lllV^/L'lUll 


490 


644051 


1 587 P03 az43 7 1 1 303 


F ! 


M00055510AH01 

IVJLWv/ J J J X 7/\.Ilu X 


T TP9-WnrmPn1nn 


430 


630056 


1587R03ot43 211305 


F 

X 


M000555?lP-r08 


T IP9-NnrmPn1nn 


431 


643773 


1 587 1 03 ot43 7 1 1 40? 


F 

x^ 


M00055570rjT)05 

1V1UUUJJJA71/.1/UJ 


TTP?-MnrmPn1nn 




630450 


1 587 N03 ar43 7 1 1 404 


F 


M0005553?r*(rO8 

1V1 v UU J J J J Z . VJVO 


T TP? -Nnrm Pnl nn 
u VyZ~i> ux ill V/Uiun 


433 


630876 


1 587 P03 a^43 7 1 1 406 
iJO/,ruj,g£tJ a x ituu 


F 


M00O55535R-A1 1 


T TP?-'MnrmPn1nn 


434 


557783 

J JZ 1 OJ 


1 587 A04 ott43 7 1 1 407 


F 


M00055516R-F1 1 

lVXvv/V/JJ J 1 UlJ .X-/ 1 1 


T TP ? JMnrmPnl nn 


435 


500718 


1587 D04 ott43 711410 

1 JO / .XVv*T.gZ*tJ Z 1 1*+1U 


F 


M00055570RD1 1 


T TP? -MnrmPnlnn 
u \s£ iy Kji invA/iuii 


436 


550374 


1587F04ov43 711411 

UO / .UUt.gtrtJ &11711 


F 

X 


M00055521 PDO? 


T TP? -NnrmPnlnn 

\J 1 1 V/l XI 1 V.AJ1V7H 


437 


64671 1 

U*tU i 11 


1587T04o743 711418 

1 JO f .Juvt.girtJ Z.lltlO 


F 

X 


M00055590D-D1 1 

J.YXV/WV7 ~J Jt *J y mJ ,lj l X 


T TP? -NnrmPnlnn 


438 

*TJ o 


630137 


1587M04o^43 711410 

J. JO / .lYlv'r.iiZtJ ^ll*tl7 


F 

X 


M0005553 1 RT) 1 0 

IVluul/J J J J XXJ>.JJ Iv 


T TP? -Nnrm Pnlnn 


430 


70755? 

ZU 1 JJL, 


1 587 N04 a^43 7 1 1 470 


F 

X/ 


M00055537DA1? 

IVluUuJJ J J ZXS .il X z 


T TP? -NnrmPnlnn 


440 


i i 6860 


1 587 O04 cr-743 7 1 1 4? 1 

1 JO / ,VJ'V*T.gZ*T J itii 


F 


M00055533TVO0? 


T TP7-NnrmPn1nn 


441 


*tO 1ZZU 


1587n05<y*43 711496 

1 JO / .L/ l/J .gZH J__Z 1 1HZU 


F 


M00055570R-F04 


T TP? -Nn rm Pnl nn 
U V>Z~1> UllllVA/lUll 


44? 


645544 


1 587 K"05 <rr43 9 1 1 433 

1 Jo / .JvUJ.gZH-J Z lit J J 


V 

F j 


M00055598Tj-R09 

1V1VJ \J \J J J J Z O U . O V/Z 


T TP? -NnrmPnlnn 
U VfZ"l> UlXIlvA/lUll 


443 


650.617 


1 587 A/105 ot43 911435 

1 JO / .lYXU J ,gZt J Z 1 1 *T J J 


F 1 


M0005553 1 R-F05 

iVXUvV/J J J J 1X3. JCrU J 


T TP? -Nnrm Pnl nn 

\J \^L> IN UlXllVAJlUll 


444 


104005 i 


1587O05o-743 911437 

1 JO / .JJUJ.gZtJ Zl It J / 


F ! 


M00055534 A -F06 

IVXU U V J J J J*rrV. DvO 


T TP? -Nnrm Pnl nn 

U VvZ IN U11U VrUlUll 


445 


446084 


1 587 "R06 ctt43 911440 
1 JO / . rJuu.gZtJ_Z 1 Ifrv 


F 


M000555 1 7TYTj00 
IVXUUUJJJl iu.u\jy 


T TP? -Nnrm Pnlnn 


446 


?0fl??6 
zyuzzo 


1587 R07 &-T-43 9 1 1 456 

1 JO / .J->U / .gzt J £1 ItJU 


F 


M00055517T"VTj! 1 

lYlvUUJ J J 1 / JJ.U 1 1 


T TP? -Nnrm Pnlnn 

\j V-»Z~1 N UllTlv^UlUll 


447 


6*34400 
OJ*rHUy 


1 587 P07 cr^43 9 1 1 470 
1 jo / ,ru / .gzt J 4 1 it /u 


F 


M0OO55535P'A03 

ivl \J \J\J J J J J J V-f . rVU J 


T TP? -Nnrm Pnl nn 

U VyZ"lN Ul I11V-AJ1U 11 


448 


640410 


1 587 H08 ar43 9 1 1 477 

1 JO / .xJVO.gZt J ^1 It / / 


F 


M00055594RR08 


T TP?-NnrmPnlnn 

\J V/A.~1N Ul 111\-/U1U11 


440 


640140 


1 587 T 00 »743 911408 

1 JO / .X_A/j/.gZt J_Z1 1*t70 


F 


M00055530A-P07 


T TP? -Nnrm Pnl nn 

U V^ZTlN UllUV^UlUH 


45ft. 


640.07? 


1 587 PIO CT743 911518 
1 jo /.rlU.gzt J_Zl l J lo 


F 

JT 


M00O55535P-FO8 

JVxUUUJJJ J Jv^.XwV/O 


T TP? -Nnrm Pnlnn 
U V-'Z-J.N Ul lllv^UlUll 


451 
*tJ 1 


6d1 61 5 
0*f 101 J 


1587 Til fT-743 911598 
X jo / .J 1 1 .gZtJ_Z 1 1 JZo 


F 


M00n55598A'Ffl8 

IV1UUUJJ JZ.O/YXUO 


T TP? -Nnrm Pnl nn 
U v^Z-lN Ul lllv^UlUU 


45? 

*+JZ 


630913 
\}j yz 1 J 


1587M13ot43 911563 

1 JO / .IV11 J.gZtJ_Zl 1JUJ 


F 

JT . 


M0005553 1 DF06 

iVX\/UV/ .J-J XXV.XvV/V/ 


T TP? -Nnrm Pnl nn 


453 


641916 
0*f lZIO 


1587 "NT15 »t43 911506 

UO /.IN 1 J.gZtJ__Zil J7U 


F 


M00055533T3R1 1 

IVIV/UV/JJJ J JIJ).01 1 


T TP? -Nnrm Pnlnn 

U V^Z~1N UllllvA7lUll 


454 


650161 


1587 A16&743 911500 

1 JO / .-f\lU.gZt J_Z 1 1J77 


F 


M00055517A-D09 

IVlV/V/vJJJl / £\~L/\JZs 


T TP? -Nnrm Pnl nn 

\J VrZ"*lN Ul 111 VAJIUIX 


455 


558785 

J JO / OJ 


1587R93»«743 911719 

1 JO / .OX J .gZt J Z 11/ 1Z 


F 


M00O5551OAPO1 

lVlUUV/JJJl7/\.V^vi 


T fP ? -Nnrm Pnl nn 

\J V-/Z"IN Ul lllvA^lUll 


456 


642631 


1588.B02.gz43 211780 


F 


M00055538C:E04 


UC2-NonnColon 


457 


639543 


1588F02.gz43_211784 


F 


M00055543D:H03 


UC2-NonnColon 


458 


473701 


1588.F03.gz43_211800 


F 


M00055544A:A07 


UC2-NonnColon 


459 


562274 


1588.G03.gz43_211801 


F 


M00055545B:A04 


UC2-NormColon 


460 


643277 


1588.D05.gz43_211830 


F 


M00055541C:D02 


UC2-NormColon 


461 


556867 


1588.G05.gz43_211833 


F 


M00055545B:C01 


UC2-NormColon 


462 


646350 


1588.P05.gz43_211842 


F 


M00055556A:A04 


UC2-NormColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


OKDEN 
T 


CLONE ID 


LIBRARY 


463 


649335 


1588.B06.gz43_211844 


F ! 


M00055538D:D12 


UC2-NoimColon 


464 


646159 


1588 J06.gz43_21 1852 


F 


M00055548B:C03 


UC2-NormColon 


465 


649099 


1588.P06.gz43_211858 


F 


M00055556A:E07 


UC2-NontiColon 


466 


32812 


1588.H09.gz43_211898 


F 


M00055546CF11 

XTX Ww»p**p^%^T^VX^«X X X 


UC2-NormColon 


467 


639480 


1588 J09.gz43_21 1900 


F ! 


M00055548B:G06 


UC2-NormColon 


468 


644242 


1588.N09.gz43 211904 


F 


M00055553BJI04 


UC2-NormColon 


469 


644723 


1588 Nil ez43 211936 


F 


M00055553CD06 


UC2-NoimColon 


470 


648748 


1588.F13.gz43J211960 


F 


M00055544C:A01 


UC2-NormColon 


471 


639099 


1588 G13 ez43 211961 


F 


M00055545C-D09 


UC2-NormColon 


472 


562414 


1588 F15 ez43 211992 


F 


M00055544CB07 


UC2-NormColon 


473 


641078 


1588N15sz43 212000 


F 


M00055553CH12 


UC2-NormColon 


474 


505042 


1588.G16.gz43 212009 


F 


M00055545D:B06 


UC2-NormColon 


475 


640747 


1588N16ez43 212016 


F 


M00055553DC07 


UC2-NormColon 


476 


453606 


1588D17ez43 212022 


F 


M00055542B-B11 


UC2-NormColon 


477 


419706 


1588A18ez43 212035 


F 


M00055538A-C05 


UC2-NoimColon 


478 


557983 


1588 H21 ez43 212090 

X ^ w W *X XX* X Hi r • X* X X* Vr 


F 


M00055547B:C05 


UC2-NomiColon 


479 


639114 


1588.D22.gz43 212102 


F 


M00055542C:D07 


UC2-NormColon 


480 


442531 


1588.J22.gz43 212108 


F 


M00055549A:B04 


UC2-NonnColon 


481 


649668 


1597 N02 ez43 212176 


F 


M00055574D:E02 


UC2-NormColon 


482 


639781 


1597 D05 sz43 212214 


F | 


M00055561C.C07 


UC2-NomiColon 


483 


639056 


1597E05ez43 212215 

1^ ^ # ♦XVV>/ tfji Xrf X ■ »■ > X 


F 


M00055562D:B06 


UC2-NormColon 


484 


639698 


1597 P05 ez43 212226 


F 


M00055577C:G02 


UC2-NormColon 


485 


469731 


1597B06gz43 212228 


F 


M00055559A:D06 


UC2-NormColon 


486 


639593 


1597G06ez43 212233 


F 


M00055566A:E02 


UC2-NormColon 


487 


557975 


1597J06ez43 212236 


F 


M00055569D:C02 


UC2-NormColon 


488 


640356 


1597 E08 ez43 212263 


F 


M00055563A:A02 


UC2-NormColon 


489 


647431 


1597E09ez43 212279 


F 


M00055563A:C03 


UC2-NormColon 


490 


31112 


1597 CIO ez43 212293 


F 


M00055560D:C03 


UC2-NoTmColon 


491 

~y x 


454825 


1597F10ez43 212296 


F 


M00055565AC08 

1TXW X*X.S\S V 


UC2-NonnColon 


492 


555021 


1597B12ez43 212324 


F 


M00055559CD07 


UC2-NormColon 


493 


650740 


1597112 ez43 212331 


F 


M00055569A:D01 


UC2-NormColon 


494 


659031 


1597J12ez43 212332 


F 


M00055570BF07 


UC2-NonnColon 


495 


592122 


1597D14ez43 212358 


F 


M00055562B*D03 


UC2-NormCoIon 


496 


45921 


1597N14ez43 212368 


F 


M00055575CB04 


UC2-NonnColon 


497 


556511 


1597H15ez43 212378 


F 


M00055568AB04 


UC2-NonnColon 


498 


I 637966 


1597. A16.gz43_2 12387 


F 


M00055558B:G11 


UC2-NormColon 


499 


553318 


1597.F16.gz43__212392 


F 


M00055565A:F11 


UC2-NormColon 


500 


23961 


1597.C17.gz43_212405 


F 


M00055561A:F07 


UC2-NormColon 


501 


| 650235 


1597.M17.gz43_212415 


F 


M00055574B:F06 


UC2-NormColon 


502 


596882 


1597.F18.gz43_212424 


F 


M00055565B:F04 


UC2-NonnColon 


503 


644928 


1597.118.gz43_212427 


F 


M00055569A.F06 


UC2-NonnColon 


504 


589483 


1597.L18.gz43_212430 


F 


M00055573B:D11 


UC2-NormColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


OMEN 
T 


CLONE ID 


LIBRARY 


505 


640956 


1597.N18.gz43_212432 


F 


M00055575D:G04 


UC2-NormColon 


506 


553602 


1597.L19.gz43_212446 


F 


M00055573B:E01 


UC2-NormColoa 


507 


640851 


1597.O20.gz43_212465 


F 


M00055577A:G09 


UC2-NonnColon 


508 


460666 


1597.A21.gz43_212467 


F 


M00055558D:C08 


UC2-NormColon 


509 


640195 


1597.D22.gz43_2 12486 


F 


M00055562C:F02 


UC2-NormColon 


510 


668852 


1597.P22.gz43_212498 


F 


M00055578C:F11 


UC2-NonnColon 


511 


645913 


1597.A23.gz43_212499 


F 


M00055558D:D07 


UC2-NonnColon 


512 


446230 


1597.G23.gz43_212505 


F 


M00055567A:A06 


UC2-NonnColon 


513 


649349 j 


1597.N23.gz43_212512 


F 


M00055576A:F07 


UC2-NonnColon 


514 


645538 


1597.C24.gz43_212517 


F 


M00055561B:G12 


UC2-NormColon 


515 


647069 


1597 .G24.gz43_2 1-2521 


F 


M00055567A:A11 


UC2-NormColoa 


516 


638869 


1597.H24.gz43 212522 


F 


M00055568C:F07 


UC2-NonnColon 


517 


556 


1597.I24.gz43 212523 


F 


M00055569B:G10 


UC2-NonnColon 


518 


648483 


1597.024.gz43 212529 


F 


M00055577B:F05 


UC2-NormColon 


519 


447272 


1598M01ez43 212543 


F 


M00055595C:F12 


UC2-NonnColon 


520 


640025 


1598.B02.gz43 212548 


F 


M00055581A:C02 


UC2-NormColon 


521 


415538 


1598E02ez43 212551 


F 


M00055585B:F01 


UC2-NormColon 


522 


478229 


1598.M02.gz43 212559 


F 


M00055595C:GO3 


UC2-NormColon 


523 


644572 


1598 H03 ez43 212570 


F 


M00055589B:E08 


UC2-NormColoa 


524 


648580 


1598.B04.gz43_212580 


F 


M00055581C:A01 


UC2-NormColoa 


525 


470769 


1598.L04.gz43 212590 


F 


M00055594C:B03 


UC2-NonnColon 


526 


554273 


1598.M04.gz43 212591 


F 


M00055595D:C04 


UC2-NonnColon 


527 


641262 


1598.C05.gz43 212597 


F 


M00055583A:A05 


UC2-NormColon 


528 


645707 


1598.F05.gz43 212600 


F 


M00055586D:G07 


UC2-NormColon 


529 


463028 


1598.N05.gz43_212608 


F 


M00055597B:B04 


UC2-NormColon 


530 


640695 


1598 P05 gz43 212610 


F 


M00055601B.D12 


UC2-NormColon 


531 


641925 


1598.D06.gz43_212614 


F 


M00055584A:G11 


UC2-NonnColon 


532 


449247 


1598E06ez43 212615 


F 


M00055585C:F05 


UC2-NormColon 


533 


646590 


1598.L06.gz43 212622 


F 


M00055594C:F11 


UC2-NormColon 


534 


641191 


1598.A07.gz43 212627 


F 


M00055579C:D04 


UC2-NonnColon 


535 


641191 


1598.P07.gz43 212642 


F 


M00055601B:H02 


UC2-NormColon 


536 


641838 


1598.K09.gz43 212669 


F 


M00055593A:F08 


UC2-NoimColon 


537 


641440 


1598.N09.gz43 212672 


F 


M00055597D.B05 


UC2-NonnColon 


538 


640826 


1598M10ez43 212687 


F 


M00055596A:E07 


UC2-NormColon 


539 


459521 


1598 All ez43 212691 


F 


M00055579D:C11 


UC2-NormColon 


540 


140909 


1598.Gll.gz43_212697 


F 


M00055588B:H11 


UC2-NormColon 


541 


641467 


1598.J12.gz43^212716 


F 


M00055592B:C10 


UC2-NormColon 


542 


455864 


1598.L12.gz43_212718 


F 


M00055594D:F07 


UC2-NormColon 


543 


641957 


1598.A13.gz43_212723 


F 


M00055579D:G09 


UC2-NonnColon 


544 


638941 


1598.K14.gz43_212749 


1 F 


M00055593C:D08 


UC2-NormColon 


545 


648159 


1598.B15.gz43_212756 


F 


M00055582B:A06 


UC2-NormColon 


546 


509973 


1598.G15.gz43_212761 


F 


M00055588C:G09 


UC2-NormColon 
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T 


CLONE ID 


LIBRARY 


547 


641425 


1598.A17.gz43_2 12787 


F 


M00055580B:B08 


UC2-NormColon 

V*/ V-/X^ X 1 VAAlAwVlVll 


548 


647312 


1598.017.gz43 212801 


F 


M00055600CC02 

xfiv w*^*y w w w w w** 


UC2-NormColoii 


549 


86311 


1598.C18.gz43 212805 


F 


M00055583CA01 


UC2-NormColon 


550 


515931 


1598 019 ez43 212833 


F 


M00055600DB02 

X»X V V \J —/ -»J Uv \J A** ♦ X-/ v x^ 


UC2-NormColon 


551 


651000 


1598 D21 ez43 212854 


F 


M00055585AE12 


UC2-NonnColon 


552 


553087 


1598.E21.gz43 212855 


F 


M00055586C:A06 


UC2-NomiColon 


553 


646914 


1598.G21.gz43 212857 


F 


M00055589A:B06 


UC2-NormColon 


554 


446371 


1598.K21.gz43 212861 


F 


M00055594B:A01 


UC2-NonnColon 


555 


640298 


1598.N23.gz43 212896 


F 


M00055599D:C08 


UC2-NormColon 


556 


201904 


1599.A01.gz43 212923 


F 


M00055602BB10 


UC2-NomiColon 

W V*/ J-w X ^ V/ A 111WV*V*jI 


557 


641338 


1599.B01.gz43 212924 


F 


M00055603D:A09 


UC2-NonnColon 


558 


640221 


1599.L01.gz43_212934 


F 


M00055619C:F07 


UC2-NormColon 


559 


454527 


1599.F02.gz43 212944 


F 


M00055610B:E04 


UC2-NormColon 


560 


640868 


1599.I08.gz43 213043 


f : 


M00055615C:E01 


UC2-NormColon 


561 


641069 


1599N09ez43 213064 


F 


M00055623DG05 


UC2-NoraiColon 


562 


559380 


1599.B10.gz43 213068 


F 


M00055604D:F05 


UC2-NormColon 


563 


641680 


1599.D10.gz43 213070 


F 


M00055608C:E03 


UC2-NonnColon 


564 


639703 


1599.11 l.gz43 213091 


F 


M00055615D:C07 


UC2-NomiColon 


565 


641542 


1599 C12 ez43 213101 


F 


M00055606DC05 


UC2-NormColon 


566 


5201 


1599 A15 ez43 213147 


F 


M00055602DG08 

AtXw W W*/*X \J Vf»l/ * WW 


UC2-NormColon 


567 


607715 


1599 D15 ez43 213150 


F 


M00055608C-G1 1 


UC2-NonnColon 


568 


640416 


1599L17sz43 213190 


F 


M00055620DD05 

AYXW W U*/ W» VX* V X-^ » X-^ WW 7 


UC2-NormColon 


569 


554833 


1599B19ez43 213212 


F 


M00055606AB11 


UC2-NormColon 


570 


639480 


1599 K19 ez43 213221 


F 


M00055619BH04 

A "X V V V »■/ V/ x ✓ X^ »X XV » 


UC2-NoimColon 


571 


607138 


1599 P21 ez43 213258 


F 


M00055628BB07 


UC2-NonnColon 


572 


561626 


1599L23ez43 213286 


F 


M00055621BG03 

ITlv vv«/«/ w«&# !«✓» w V 


UC2-NormColon 


573 


548959 


1600101 ez43 213315 


F 


M00055639DD03 

ITAv W W*y W 7 W*^ ^ A\%w • X-^ V 


UC2-NormColon 


574 


639934 


1600 H02 ez43 213330 


F 


M00055638DD07 

A TX V V V%>/ *^ v*/ Ul/ * X** V # 


UC2-NormColon 

vvw x ^ v^-t xxt. v/xvyxx 


575 


640956 


1600 103 ez43 213347 


F 


M00055639DF08 

1? AV W W w *V V/*-/ /jV > X V V 


UC2-NormColon 


576 


554722 


1600 L03 cz43 213350 


F 


M00055644A:D12 


UC2-NormColon 


577 


649717 


1600.D04.gz43 213358 


F 


M00055633D:A02 


UC2-NormColon 


578 


646695 


1600 H04 ez43 213362 


F 


M00055638DE09 


UC2-NonnColon 


579 


639886 


1600.N04.gz43 213368 


F 


M00055647C:D02 


UC2-NormColon 


580 


451615 


1600.K05.gz43 213381 


F 


M00055643A:C01 


UC2-NormColon 


581 


635965 


1600.I07.gz43 213411 


F 


M00055640A:G03 


UC2-NormColon 


582 


379040 


1600.L07.gz43_213414 


F 


M00055644B:H12 


UC2-NonnColon 


583 


640799 


1600.C10.gz43_213453 


f 


M00055632D:A06 


UC2-NormColon 


584 


642246 


1600.Kll.gz43_213477 


f 


M00055643B:E05 


UC2-NormColon 


585 


467563 


1600.Nll.gz43_213480 


! F 


M00055647D:B11 


UC2-NonnColon 


586 


640320 


1600.Oll.gz43_213481 


F 


M00055649A:H07 


UC2-NormColon 


587 


557401 


1600.112.gz43_213491 


F 


M00055640C:E06 


UC2-NormColon 


588 


646352 


1600.M13.gz43_213511 


F 


M00055646C:B04 


UC2-NonnColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORLEN 
T 


CLONE ID 


LIBRARY 


589 


645004 


1600.B15.gz43_213532 


F 


M00055630B:G04 


UC2-NormColon 


590 


641702 


1600,P17.gz43_213578 


E 


M00055651A:E06 


UC2-NormColon 


591 


562000 


1600.119.gz43_213603 


F 


M00055641A:C12 


UC2-NormColan 


592 


453441 


1600.N19.gz43_213608 


F 


M00055648B:C01 


UC2-NormColon 


593 


641210 


1600.M20.gz43 213623 


F 


M00055647B:A05 


UC2-NormColon 

W V>X* X ^ v/x X iiWVtVJX 


594 


458736 


1600.P20.gz43J213626 


F 


M00055651B:F08 


UC2-NormColon 


595 


553285 


1600.O21.gz43_213641 


F 


M00055650A:B05 


UC2-NormColon 


596 


455075 


1600.A22.gz43 213643 


F 


M00055629B:G09 


UC2-NormColon 


597 


166041 


1600 D23 ez43 213662 


F 


M00055634CF09 


UC2-NormColon 


598 


553516 


1600 J23 ez43 213668 


F 


M00055642DA05 


UC2-NormColon 


599 


559423 


1600.B24.gz43 213676 


• F 


M00055632A:B11 


UC2-NonnColon 


600 


131348 


1600.C24.gz43 213677 


F ! 


M00055633B:G02 


UC2-NormCoIon 


601 


650180 

\J +J \J X V? w 


1600E24sz43 213679 


F 


M00055636A.H12 


UC2-NormColon 


602 


642361 


1600.F24.gz43 213680 


F 


M00055637B.A01 


UC2-NonnColoii 


603 


561069 


1600.K24.gz43 213685 


F 


M00055643D:G11 


UC2-NormColon 


604 


550515 


1 600.P24.gz43_2 1 3 690 


F 


M00055651C:E01 


UC2-NoimColon 


605 


559854 


1693.D01.gz43 213694 


F 


M00055819A:B10 


UC2-NormColon 


606 


650579 


1693.J01.gz43 213700 


F 


M00055827A:A12 


UC2-NormColon 


607 


648567 


1693.L02.gz43 213718 


F 


M00055829C:A07 


UC2-NormColon 


608 


645155 


1693.H03.gz43J213730 


F 


M00055825B:C11 


UC2-NormColon 


609 


650204 


1693.H04.gz43 213746 


F 


M00055825B:E03 


UC2-NormColon 


610 


643054 


1693.H06.gz43 213778 


F 


M00055825B:F09 


UC2-NormColon 


611 


640464 


1693 106 ez43 213779 


F 


M00055826A:G04 


UC2-NonnColon 


612 


363172 


1693A07gz43 213787 


F 


M00055816D:A10 


UC2-NormColon 


613 


674526 


1693 G08 ez43 213809 


F 


M00055823B:F02 


UC2-NormColon 


614 


481864 


1693 N08 ez43 213816 


F 


M00055832A:A08 


UC2-NormColon 


615 


492242 


1693 A09 ez43 213819 


F 


M00055816DB11 


UC2-NormColon 


616 


638837 


1693 CIO ez43 213837 


F 


M00055818BJI03 


UC2-NormColon 


617 


517280 


1693 K10 ez43 213845 


F 


M00055828BE10 

XT XV/ V/ V/ «/ VAivViJU X w 


UC2-NormColon 


618 


452863 


1693 A13 ez43 213883 


F 


M00055816DE10 

XT XV/ V/ V V/ X V/ X*^ « XJ X \7 


UC2-NonnColon 


619 


642962 


1693.H13 fiz43 213890 


F 


M00055825D:A03 


UC2-NormColon 


620 


645746 


1693 113 sz43 213891 


F 


M00055826BG07 


UC2-NonnColon 


621 


645 146 


1693 L15 ez43 213926 


F 


M00055829DH10 


UC2-NonnColon 


622 


644781 


1693 M15 ez43 213927 


F 


M00055831AC06 


UC2-NonnColon 


623 


643397 


1693 A17 ez43 213947 


F 


M00055817A:E05 


UC2-NormColon 


624 


645073 


1693.L17.gz43_213958 


F 


M00055830A:G10 


UC2-NormColon 


625 


648580 


1693.A19.gz43_213979 


F 


M00055817A:H07 


UC2-NormColon 


626 


650487 


1693.119.gz43_213987 


F 


M00055826C:G06 


UC2-NormColon 


627 


455716 


1693J19.gz43_213988 


F 


M00055827DA01 


UC2-NonnColon 


628 


551681 


1693.H20.gz43_214002 


F 


M00055825D:D11 


UC2-NonnColon 


629 


642054 


1693.P21.gz43_214026 


F 


M00055835C:F08 


UC2-NonnColon 


630 


556286 


1693J22.gz43_214036 


F 


M00055827D:C02 


UC2-NonnColon 
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SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


631 


449542 


1693.A23.gz43_214043 


F 


M00055817B:C04 


UC2-NonnColon 


632 


517237 


1693.M23.gz43_214055 


F 


M00055831B:C04 


UC2-NormColon 


633 


647191 


1694J0Lgz43_214084 


F 


M00055846B:F11 


UC2-NonnColon 


634 


644212 


1694.G04.gz43_214129 


F 


M00055843B:D10 


UC2-NonnColon 


635 


549624 


1694.P04.gz43__214138 


F 


M00055854C:C07 


UC2-NormColon 


636 


645149 


1694.A05.gz43_214139 


F 


M00055836A:B12 


UC2-NonnColon 


637 


981 


1694.F05.gz43_214144 


F 


M00055842B:A04 


UC2-NormColon 


638 


647448 


1694.I05.gz43 214147 


F 


M00055845C:A11 


UC2-NormColon 


639 


570939 1 


1694.P05.gz43_214154 


F 


M00055854C:E03 


UC2-NonnColon 


640 


547841 


1694.L06.gz43_214166 


F 


M00055849C:GO7 


UC2-NonnColon 


641 


466265 


1694.M06.gz43_214167 


F 


M00055851A:C03 


UC2-NormColon 


642 


649842 


1694.M07.gz43 214183 


F 


M00055851A:C09 


UC2-NonnColon 


643 


468222 


1694.108.gz43_214195 


F 


M00055845C:C12 


UC2-NonnColon 


644 


450949 


1694.L08.gz43_214198 


F 


M00055849D:B04 


UC2-NormColon 


645 


603388 


1694.O08.gz43 214201 


F 


M00055853C:C12 


UC2-NonnColon 


646 


485237 


1694.E09.gz43 214207 


F 


M00055841B:F09 


UC2-NormColon 


647 


644063 


1694.F09.gz43 214208 


F 


M00055842B:D04 


UC2-NormColon 


648 


639341 


1694N09ez43 214216 


F 


M00055852AC12 


UC2-NonnColon 


649 


471364 


1694.P09.gz43 214218 


F 


M00055854C:H11 


UC2-NormColon 


650 


452735 


1694.A10.gz43_214219 


F 


M00055836C:D01 


UC2-NormColon 


651 


503546 j 


1694.E10.gz43_214223 


F 


M00055841B:H03 


UC2-NormColon 


652 


646420 


1694.110.gz43_214227 


F 


M00055845C:E02 


UC2-NormColon 


653 


647577 


1694.O10.gz43_214233 


F 


M00055853C:H03 


UC2-NoimColon 


654 


504944 


1694.Bll.gz43_214236 


F 


M00055837D:G10 


UC2-NormColon 


655 


522869 


1694.Dll.gz43_214238 


F 


M00055840B:B02 


UC2-NormColon 


656 


644548 


1694.Fll.gz43_214240 


F 


M00055842C:A11 


UC2-NormColon 


657 


644314 


1694.Hll.gz43 214242 


F 


M00055844D:E12 


UC2-NormColon 


658 


650492 


1694 Oil ez43 214249 


F 


M00055853DA07 


UC2-NormColon 


659 


643800 


1694B12ez43 214252 


F 


M00055838A:A03 


UC2-NortnColon 


660 


643843 


1694.E12.gz43_214255 


F 


M00055841CA03 


UC2-NormColon 


661 


448450 


1694 B13 sz43 214268 


F 


M00055838AB02 


UC2-NonnColon 


662 


643804 


1694 C13 ez43 214269 


F 


M00055839BA10 


UC2-NormColon 


663 


469511 


1694 L13 ez43 214278 


F 


M00055849DJH09 

XTX>W W v *^ W * ^ X^ »X. X>W ✓ 


UC2-NormColon 


664 


643130 


1694.013.gz43 214281 


F 


M00055853D:B04 


UC2-NormColon 


665 


640171 


1694J14ez43 214292 


F 


M00055846D:G11 


UC2-NormColon 


666 


647522 


1694.M14.gz43_214295 


F 


M00055851AH10 


UC2-NormColon 


667 


642293 


1694.N14.gz43_214296 


F 


M00055852B:G09 


UC2-NormColon 


668 


404816 


1694.P14.gz43_214298 


F 


M00055855A:B11 


UC2-NormColon 


669 


! 447597 


1694.A15.gz43_214299 


F 


M00055837A:B08 


UC2-NonnColon 


670 


467901 


1694.B15.gz43_214300 


F 


M00055838B:D06 


UC2-NormColon 


671 


648039 


1694.C15.gz43 214301 


F 


M00055839B:C07 


UC2-NormColon 


672 


607430 


1694.E15.gz43 214303 


F 


M00055841C:D05 


UC2-NormColon 
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LIBRARY 


673 


645505 ; 


1694F15ez43 214304 


F 


M00055842DC02 


UC2-NormColon 


674 


472119 


1694.G15.gz43_214305 


F 


M00055843DH01 


UC2-NormColon 


675 


645197 


1694K15ez43 214309 


F 


M00055848C-A02 


UC2-NormColon 


676 


650217 


1694 015 ez43 214313 


F 


M00055853DC07 


UC2-NormColon 


677 


644210 


1694 A16 cz43 214315 


F 


M00055837AD09 


UC2-Noi*mColon 


678 


466697 


1694H16ez43 214322 


F 


M00055844DH09 


UC2-NormColon 


679 


650276 


1694 116 ez43 214323 


F 


M00055845DG11 

1VXV/ V/ V/J J \J~—J X-* , \J X x 


UC2-NormColon 


680 


562229 


1694M16 ez43 214327 


F 


M00055851BB09 


UC2 -NormColon 


681 


462659 


1694P16ez43 214330 


F 


M00055855A-G05 


UC2-Normrolon 


682 


644494 


1694 B17 ez43 214332 


F 


M00055838BH04 


UC2-NormColon 


683 


24730 


1694D17sz43 214334 

1\J.7*T«X«'X » ■ fjf .T-x a1tJ«/7 


F 


M00055840CD06 


UC2-NormColon 


684 


5907S0 


1604F17P743 214335 


F 


M00055841C-D11 




685 


15001 


1694 F17 0743 214336 


F 

X 


M00OS5842DD07 


T Jf^-Nnrm Pnlon 


686 

uou 


JJO/O X 


1604K17pz43 214341 


F 

X 


M00055848CG07 


T jr , 2-NnrmCn1on 

W 1 > KJl XI I \*s\Jl Uxl 


687 


507122 


1 604 0 1 7 Q743 21 4345 


F 


M000^5854AB07 

iy ±\j\j\f *j j i/i,iiv / 




688 


480240 


1604A18P743 214347 


p 


M000"558 37AF02 


T 1^7 -Nnnnnnl fm 


68Q 


447007 


1604 1318 0743 714348 


F 

X 


M0005 5 838C • A08 


1>U1111V^U1U11 


600 


558890 

JJ0O7U 


1 604 r 1 8 0743 9 1 4340 

x V7y*T.V-' x O.HZi^«7 L>ltJ*T7 


F 1 

X 


M000SS830BF07 


\J \**£* 1 1 1 111 V1U11 


601 


644548 


1604 HI 8 0743 714350 


F 


M0005584OCH06 


U V^A. 1>LW111\_/U1VJ11 


60? 


643 89 S 


1604 01 8 0743 714353 


F 

X 


M000 1 5 844 A T)03 


T TP 9 -Norm Pol r>n 


603 


6457R0 


1604 A10 0743 714363 


F 

X 


M00055837A-H08 


T IC7 -NnTmCnl on 

V V^^r x^tUxXllVsvXvFll 


604 


643048 


1604 B10 0743 214364 


F 

X 


M00055838CB08 


T JP2-Nr»rm Pnlon 


60S 


537*586 


1 604 r 1 0 0743 2 1 4365 

X U7t,V^ X 7 ,gXVT«/ A»1*T«JV-J 


F 

X . 


M00055839BH09 


TrP7-NnrmGo1nn 


606 


4695S7 


1 604 F 1 0 0743 7 1 4368 


F 

X 


M00055842DF07 


T lO -NrvrmCnlnn 


607 


647577 

\7*T /•Jit 


1604 G10 0743 214360 


F 


M00055844AD07 


T JC2-NorrriColon 

WV>^> !^IV^lllLV>V/XVfXl 


608 


643090 

U*TJ777 


1 604 HI 0 0743 714370 


F 

X 


M00055845AC03 


T JC2-Norn.rolon 


600 


651 131 


1694 J19 0z43 214372 


F 

X 


M00055847BG12 


UC2-NormColon 


700 


47^023 


1604 M10 0743 214375 

iy7*T,ivii7.gx. , t j inj # j 


F 

X 


M00055851BG10 


T IC2-Nnmif!oloti 


701 

/v/x 


630510 i 


1604 010 0743 214377 


F 

X 


M00055854AD01 


T TC7 -NnrmPolon 

Vs V^<^ l^lMlllVsUlV/JX 


702 


643977 I 


1694 D20 sz43 214382 


F 


M00055840DB03 


UC2-NormColon 


703 


140648 


1694E20cz43 214383 


F 


M00055841CH04 


IJC2-NormColon 


704 


640068 

UT7VUO 


1604 G20 0743 214385 


F 


M00055844AF11 

J,uUUuJJOTTA,l X X 


\S \*r£* 1 l \Jllll\_A-71vJl* 


705 


644708 


1604 N20 0743 214392 


. p 


M00055852DB11 


UC2-NormColon 

Uvfc X i \JX XXX V-'XJXWXX 


706 


643000 


1 604 P20 0743 214304 


F ! 


M00055855BB11 


UC2-NormColon 

V-/ V-^X» X A VI 1XXV^UX\JXX 


707 


650528 


1604 E21 0z43 214300 


F 


M00055841DC11 


UC2-NormColon 

\s X l v/XXXXV^V/XVrtx 


708 


644569 


1694.H21.gz43_214402 


F 


M00055845A:H10 


UC2-NormColoa 


709 


646459 


1694J2Lgz43J214404 


F 


M00055847C:A11 


UC2-NonnColoa 


710 


608873 


1694.L2Lgz43_214406 


F 


M00055850C:D01 


UC2-NormColon 


711 


649611 


1694.N21.gz43_214408 


F 


M00055852D.G12 


UC2-NormColon 


712 


465576 


1694.P21.gz43_214410 


F 


M00055855B:D12 


UC2-NormColoii 


713 


467521 


1694.C22.gz43_214413 


F 


M00055839C-.B11 


UC2-NonnColon 


714 


646810 


1694J22.gz43_214420 


F 


M00055847C:C01 


UC2-NormColoii 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


715 


647318 


1694.L22.gz43 214422 


F 


M00055850CG05 


UC2-NonnColon 

V>x, X ^1 V7X XXI V_/ VyXVyXl 


716 


638854 


1694 022 ez43 214425 


F 


M00055854A:E04 


UC2-NomColon 

V-* X X V7X IXlVvlUli 


717 


644987 


1694 A23 oz43 214427 


F 


M00055837B:E07 


UC2-NormColon 


718 


645948 


1694 C23 ez43 214429 


F 


M00055839CD06 


UC2-NormColon 

VJ V_/^L X ^1 V7XXXXV_/V7XV7XX 


719 


419751 


1694 123 ez43 214435 


F 


M00055846BB12 


UC2-NormColon 

v7 V-/ ^> liUl XXXV/ WX V7XX 


720 


643594 


1694M23ez43 214439 


F 


M00055851C-F12 


UC2»NormColon 

vv/4 X ~ Ui xxx v^vyxwxx 


721 


603388 


1694 P23 ez43 214442 


F 


M00055855CF11 


\J \^4m \r% VJIXXXwWXWXl 


722 


644075 


1694 G24 ez43 214449 


F 


M00055844BC12 

X Til/ \J\J *J w,J UTTJJ • V-/ X X» 


UC2-NonnColoii 

V7V/b X 1 Wl XI lV»sVy xvyxx 


723 


542282 ! 


1 694 124 az43 2 1 445 1 


F 


M00055846BC12 


T Jr2-Norm Colon 

V Vr^> X ~ Ui 1XXV^V7XV7XX 


724 


452976 


1694 J24 ez43 214452 


F 


M00055847CH09 


UC2-NonnColon 

VJ x^£< x i ui xxxv^ vyxvyxx 


725 


472801 


1694 M24 ez43 214455 


F 


M00055851CH05 


UC2-NonnColon 

\J v^jb x i vl xxx v«/ vy x v/ax 


726 


646633 


1695 P03 ez43 214910 


F 


M00055875BE09 


UC2-NormColon 

VV*> 1 1 UI 1X1 VV/1 VXI 


727 


509027 


1695 A04 ez43 214911 


F 


M00055855DD12 


UC2-NonnColon 


728 


596882 


1695 D05 ez43 214930 


F 


M00055860D-E04 


UC2-NonnColon 


729 


644442 


1695 A07 ez43 214959 


F 


M00055855DG08 


UC2-NormColon 


730 


644047 


1695 F07 ez43 214964 


F 


M00055863DD09 


UC2-NormColoii 

\J\^<L* X 1 V7X XXXV_/V/XV/XX 


731 


397399 


1695 H07 ez43 214966 


F 


M00055866AG10 


UC2-NomiColon 

VV/^ X ^1 V7XX1XV^V7XV7XX 


732 


564854 


1695A08ez43 214975 


F 


M00055856AC06 

IfXVVVa/*/ U»/\/XX,> W 


UC2-NormColon 

x 'I v/xxxx^/vyxvyxx 


733 


646372 


1695 B08 ez43 214976 


F 


M00055857C-D09 


UC2 -NormColon 

W X ^ UI XXX V71V7XX 


734 


645848 


1695 D08 ffz43 214978 


F 


M00055861BF04 


UC2-NormColon 

\J X 1 V71 XllV— /V7XV7XX 


735 


447035 


1695 M08 ez43 214987 


F 


M00055872DD12 


UC2-NormColon 

V^V^4m XlVfllltvVlUU 


736 


644149 i 


1695 A09 ez43 214991 

IV/yJ ./W/7.gxi*TJ ^ X J X 


F 


M00055856A:D12 


Ur2-NormColon 

VV/^> liwl XI 1 V_/ V7XV7XX 


737 


640147 


1695E09&743 214995 


F 

X 


M00055862DB02 


UC2 -NormColon 

\J Vy^l X ~ V71 XXXV_/V7XV7XX 


738 

f JO 


524761 


1695 K09 £rz43 215001 

lU7J,l\U7,g£iTJ X»X»Vv/v/X 


F 

X 


M00055871AH06 


T ir , 2-NormColon 

V7VX. 1. ^ V71 111 V/V7XV71X 


73Q 


449500 


1695 F1 1 <*743 215027 


F 1 


M00055862DD06 

lVXV7V7V/«7«7 OUil7,i7 \J\J 


T IP 9 -Norm Col on 


740 


648819 


1695 Kll ez43 215033 


F 


M00055871BB03 


TJC2-NormColon 

VJUA 1 1 VJXXXXV^UXVJXX 


741 


644755 


1 695 T 1 1 Q743 9 1 5034 

1U7J.L/1 l.gX4*tJ XrJ.»/\/>?*T 


F 


M00055879A-P08 


T ir9-Normrolon 

\J V/il« X 1 Vl 11 IV>VJ1\JXX 


74? 


516519 


1695P11t>r43 915038 


F 


M00055875rr07 

1V1\7\7V/ J JO / JVy.V/v/ / 


T TP9-Nnrm Colon 

UV/X Villi V/VlvJ 11 


743 


380S50 


1695T12«J743 915050 


F 

X 


M00055879AD08 


T JC2-NormColon 

UVZi liUl lllVyv/lV/ll 


744 


645538 


1695 D13 0743 915058 


F 

X 


M00055861TG03 


T IC9 -NormColon 

VJ V/Xi 1 1 VI lllvV/lV/Xl 


745 


644047 


1695 Fl 3 ff743 215060 


F 

X 


M00055864AC09 

1VJLV/ v v J «^ O UTx\ t v V/7 


UC2-NormColon 

v/ v/x. x i viuivyuxwu 


746 


650773 


1695 F14 0743 915076 


F 

X 


M00055864AF1 1 

XYAW/V/»/,7 0\rtxx.JU x X 


I JC2-NormColon 

VJ V/^> 1 1 VI X X X VXVJXX 


747 


449936 


1695 T14 0743 915080 


F 

X 


M00055869PG06 


T JC2-NormColon 

VJ V/XV 1 lUl Xll VsUXUXX 


748 
/ to 


554646 


1695 014 0743 215085 


p 


M00055875AG05 


UC2-NormColon 


749 


640534 


1695 T.15 0743 215098 

X \J 7 .J . Xj 1 «J .g£itJ i<lJU7lJ 


F 


M00055872AE11 

XTXV/W/»7»7 U / /,A,Xj X X 


UC2-NormColon 


750 


642411 


1695.J16.gz43_215112 


F 


M00055869D:A07 


UC2-NormColon 


751 


643451. 


1695.M16.gz43_215115 


F 


M00055873A.E03 


UC2-NormColon 


752 


644435 


1695.H17.gz43_215126 


F 


M00055866C:G09 


UC2-NormColon 


753 


| 561877 


1695.F18.gz43_215140 


F 


M00055864B:C09 


UC2-NormColon 


754 


645497 


1695.N18.gz43_215148 


F 


M00055874A:F06 


UC2-NoimColon 


755 


644030 


1695.E20.gz43_215171 


F 


M00055863B:C07 


UC2-NormColon 


756 


140224 


1695.D2Lgz43_215186 


F 


M00055862A:C01 


UC2-NormColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


OWEN 
T 


CLONE ID 


LIBRARY 


757 


643099 


1695.K21 az43 215193 


F 


M00055871CC07 


UC2-NormColon 


758 


643333 


1695 P22az43 215214 


F 


M00055875D\D01 

irivvv^t/v / ms^^ •i' v a 


UC2-NormColon 


759 


649660 


1695 G23 ez43 215221 


F 


M00055865CG11 

ITlVVVJJUVJViU X X 


UC2-NormColon 


760 


645288 


1695 H23 ez43 215222 


F \ 

X 


M00055867AB02 


UC2-NonnColon 

Vvi J. ^ Ul XI 1 V_/ Ui WX1 


761 


650517 


1695 G24 ez43 215237 


F 

X 


M00055865C-H06 

1Y1U vwJJU V/«^ V/ ,X Iwv 


TJC2-NonnCnlon 


767 

l Ui 




1696J01P743 215256 

lU7U.Jvi.gA"J ilJiJU 


F 

X 


M00055885CB07 

IVlUVvJJOUJv.iJu 1 


T Tr , 2-Nnrmr , o1 nn 

\J Ui 1 > Ul XliWUlUXl 


763 

1 UJ 


643513 


1696P02az43 215278 

lU7v.r Ui.giTJ Xri JZi / o 


F 

X 


M0Q055891BF09 

1YXUUUJ J07 X JJ.X U7 


T IP2-Nnrmr , n1nTi 

UV/i 1 1 Ul 111\— 'U1VJX1 


764 

/UT 


447807 


1 696 D04 0743 9 1 5298 


F 


M00055880BA06 

1V1UUUJJOOUX/JAUU 


T IP2 .Nnrm Pnl rm 

Ul/i n Ul 1 11 \_/ U1U11 


765 

/ U J 


639256 


1 696 M04 f*743 2 1 5307 

1U7 U.lTXVT.giTJ i 1JJV / 


F 


M00055888PF07 

IVlvvvJJOOOV/.l VII 


t J^-Normr'nloTi 

U V>i 1 1 Ul 1X1 V/U1UXI 


766 


179760 


1696G05az43 215317 


F 


M00055883AC02 


UC2-NormColon 


767 
/ u / 


459774 

tJ7A /T 


1 696 G06 Q743 7 1 5333 

X U7U. VJ UU .JJiTJ il J J J J 


F 
i 


M00055883AP10 

1VXUUU J J O OJA, V/ X U 


T TP9 -Nnrm Pnl cm 

U V/i 11 Ul lllv^UlUXl 


768 


345761 


1696 106 ffz43 215335 

lU7U>AvU.g<iTJ i 1JJJJ 


F 

X 


M00055884DF07 

lYlUUvJJOOTX/.l U# 


T ir9-Nnrmrnlnn 


769 

/ U7 


640356 


1696M06ez43 215339 

XU7U.XYXUU.£^iTJ ilJJJ/ 


F 


M00055888OG09 

IVlUV/vJJOUOv.VJ V/7 


Wwi X lUllUWlvU 


770 

/ / U 


645638 ! 


1696A07{X743 215343 

lU7U.AV/r .gLtJ ilJJTj 


F 

X 


M00055877A-H04 

IVlvUvJJO / / il.l XV/T 


T IC2-NnrmPnlnn 

Uvi H Ul 1X1 V^UIUXI 


771 


464171 

TUT X / X 


1696Nllez43 215420 

X U7U.ll X X . ££iT J &1J7^V 


F 


M00055890AA06 


UC2-NormColon 


Ill 
tit* 


446275 


1 696 Fl 3 f*743 9 1 5443 

lU7U>Xyi J .££iTJ z.ijttj 


F 


M00055881AG07 

lYlvvvJJO O 1 . VJ W / 


Uvi 1 T UllllV^VJlUll 


773 


450559 


1 696 Fl 4 cr743 2 1 5460 

1U7U.1 lt.gilJ ilJTUV 


F I 

X 


M00055882C-A06 


I I^-NnrmCnlon 

UV>i XlUllllV^UXUXl 


774 


643248 


1696 T 14 ?T74^ 215466 


F 
i 


M00055887DC11 

IVlUvvJJQO (X/.Vfl X 


T jr2-NnrmPn1nn 

UV/i X^UIXXIV^UXUIX 


775 


5491 14 

jt7 x it 


1696N14P743 215468 


F 

X 


M00055890AD01 

1t1UvUJJ07VA.X/V 1 


T JC2-NormCnlon 

wvL 11UXXX1V/U1UX1 


lid 


645215 

UT Ji x J 


1696D15ez43 215474 

lv7v. X-/ X J .giT J L1J" IT 


F 

X 


M00055880OF07 

iUVUVJJVUVV.l VI 1 


UC2-Normrolon 

W V/i 1 t\J1 XXXV/V7XUXL 


111 


555172 

J J J X f JL, 


1696 T15 az43 215479 


F 


M00055885BA11 

lYlvvvJJOUJJJ./xl X 


UC2-NormColon 


778 


593715 
J7J t i~j 


1696 B16 ez43 215488 

lv7U.UlU.giTJ LI^tOO 


F 


M00055878CC02 

ITWvwJJU 1 UVs.V/Vri 


UC2-NormColon 


779 

/ / 7 


586992 


1696 116 &z43 215495 

lU7v.llU.giTJ ilJT^J 


F 

X 


M00055885BB04 


UC2-NormColon 

V/ V/i 1 1 UX 1 LXV/U1UX1 


780 


4S1670 

TJ 1U/V 


1696 H17 ^43 215510 

1U7U.111 ( .giTJ ilJJlv 


F 

X 


M00055884BF10 

iTlUVVJJOUTll.l XV 


T JP2-Nnrm Colon 

KJ Wi 1 ' Ul Xll\_/UXVJXX 


781 


552678 


1 696 HI 8 P743 2 1 5596 

lU7U.1110.gLTJ ilJJiU 


F 

X. 


M00055884BH07 

iVlwwUJJ fJ w TiJ .X 1U / 


T IC2 -NnrmPolon 

\J V_/i X 1 UX 111 V/ U1UXX 


789 


643733 


1696 A91 tr743 915567 

107U.Ail.giTJ ilJJU/ 


F 

jr 


M0005 5 877D- C05 


T Tr t 9-MnrmPnlon 

Uvi X^UlXllV/UXUll 


783 

lOD 


640400 

OtUtUU 


1606F91 a743 915^79 
lu^Q.rii.giTj iiJj/i 


F 


M00055887DR02 

1VXUV/U J J O OZ.17 . Uvi 


T Tr9-MnrmPn1on 

UV/i liUUt IV/ U1UX1 


784 


644468 


1 606 fr9 1 Q743 9 1 S 573 

1070.\Jil.giTJ ilJJ / J 


F 


M00055883D-R06 

lVlUUUJJOOJx/.DUU 


T TP9-NnrmPn1nn 

UVvi •XTUlllLV/VJlUll 


785 


643046 

UtjUtU 


1606 14*91 a743 915574 

lD7U.iTiJl.giTJ ilJJ/t 


F 

r 


M00055884C-B07 

1VXUUUJ JOOTV/.UU / 


T TP9-Mnrmrin1on 

UVyi ■! ' Ul 111VA7XUX1 


786 
/ ou 


640068 

OH7UDO 


1606N91 <7743 915580 

lU7U.llil.giTJ ilJJOv 


F 


M00055890A-G19 

lVlUUUJJ07v/V.VJli 


T TP9 -Nnrm Pnl on 

\J V^i X > Ul 1UVAJXU11 


787 

/ O I 


648063 


1606F99oz43 915S87 

lU7U.Xjii.giTJ ilJJO/ 


F 

X 


M00055881DA02 

IVivUUJ JOOl XJ .xV.V7i 


T IP9-NnrmPolon 

\J V/i X 1 UX X11V/VJ-LU1 1 


788 
/ oo 


570248 


1606 A/193 0743 915611 

1 U7U .XVli J ,giTj i UUll 


F 


M00055880RF1 2 

IVxUUUj j007JD.JLwli 


T I P 9 -TvJnrm Pnl on 

\J V/i iri Ul xllv^Jiuxi 


780 
/ 07 


643794 

Utj /i*r 


16Q6 "NJ93 0743 915619 

lU7U.lNiJ.giTJ ilJUli 


F 

JT 


M00055800AH1 1 

IVlVuuj Jo7un..Jni 1 


T TP9-"MnrmPn1on 

Uvi ll Ul illV/UlUll 


790 


640097 


1 606 P93 a743 915614 
lU/U.rij.gitj iuuiT 


F 

JT 


M000 S 5 802 A F04 

lVluUU J J o,7in..i Ut 


TTP9-MnrmPolon 
\j V/i x t ui ui v/V/iuxi 


791 

/ 71 


643366 


1 606 P94 cr743 9 1 5630 

lU7U.JTiT.giTJ ilJUJU 


F 

JT 


M00055802B-D02 

IVlvvV/J J O 7iJJ . XJ/Ui 


T TP9-NormPolon 

\J V/i X 1 UX IIIV^UIUXI 


792 


526575 


1705.E01.gz43_215635 


F 


M00055900D:D03 


UC2-NormColoa 


793 


449737 


1705.O02.gz43 215661 


F 


M00055914AlA03 


UC2-NormColon 


794 


394373 


1705.B03.gz43_215664 


F 


M00055894B:E09 


UC2-NonnColon 


795 


557361 


1705.C03.gz43_215665 


F 


M00055896D:G10 


UC2-NormColon 


796 


644364 


1705.K04.gz43_215689 


F 


M00055908D:F09 


UC2-NormColon 


797 


644242 


1705.M05.gz43_215707 


F 


M00055911B:E06 


UC2-NormColon 


798 


644407 


1705.N05.gz43 215708 


F 


M00055912D:F04 


UC2-NormColon 
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Table 2 



SEQ 
ID NO 


CLTJSTFR 


SEONAME 


ORIEN 
T 




T FRP Aft V 


700 


043313 


nftC "CA/: n^AI 71CT1/: 
1 /U3.rU0.gZ43_Zlj/10 


u 
r 


A/Taaac<:aai a ,ui i 
M0003 jyUzA.rll 1 


U Lz-iN ormColon 


oUU 


039194 


1 /U3.riuo.gz43_Z13 / io 


t? 
r 


TV/TAnA^^ nAC"D.UAi 

M00055905B.X101 


UL2-JN ormColon 


5U1 


434 /ZU 


1 7A^ TfIA rt-y/ll 71*710 
1 /u3.1U0,gZ43_Z13 /19 


u 
r 


iv n a < >c o A/i n « Q 
MUUU55y0oU.U0i 


U Cz-N ormColon 


OUZ 


043 3 UU 


1 7A*. /^no 0 1 ctti 
I /U0.U0y.gZ43__Z13//3 


r 


AifAAA^^A 1 /f/^.T^ 1 1 

MUU05jyi4CDlz 


UCZ-iNormColoii 


oU3 


04 /5ZZ 


1 /05.JilO,gz43_Z15 / /9 


r 


A/TAAACC AA1 13. A AO 

M00055901B:A0z 


u C2-N ormColon 


QAA 

804 


o4o J /o 


1 705 .B 1 1 .gz43_2 1 5 792 


r 


X/TAAACCOA^ A .PA1 

M00055 896 A:u0 1 


UC2-NonnColon 


805 


485237 


1 TAC pi 1 „ a i f 1AO 

1 705 . C 1 1 .gz43_2 1 5 793 


r 


Tk fAAAf CO AOTi.T?A'» 

M00055898B:E07 


UC2-NonnColon 


806 


/T/i /I 1 AO 

644108 


1 TAC A1 1 ~~/l o 11COAC 

1705 .0 1 1 .gz43_2 15805 


F 


UfAAAf CA1 yl/^.AAl 

M00055914C:G01 


UC2-NormColon 


OAT 

807 


643914 


1 1AC /^m A1 11 CO 11 

1705.G12.gz43_215813 


F 


M0005 5 904B:B0 1 


1 TY"^1 "XI f~^> 1 

UC2-NormColon 


Q AO 

808 


641645 


1 705 . 0 1 2 ,gz43_2 15821 


r 


A f AAACf A 1 /4 /^.O 1 i 

M000559 14L:Cjl 1 


TT/V> "XT /^_1 

UC2-NoraiColoii 


OAA 

809 


£ACCAi£ 

605596 


1 HAC T_T1'J ~ — /f"J ItCOOA 

1 705 .H 1 3 .gz43 2 15830 


F 


■» /fAAAf C A ACfV.'DA/' 

M00055905D:B06 


TT/^1 AT_ 1 , 

UC2-NormColon 


O 1 A 

810 


CCA A1A 

564134 


1 705 . 0 1 3 .gz43__2 15837 


F 


AIAAACCA1 AT\. A AO 

M0005 5 9 14D: A08 


TT/^l AT— /^_1 

UC2-NonnColon 


Oil 

811 


£LA1C\A O 

643948 


1 TAC T> 1 A A ~> 11CO/IA 

1 705 .B 1 4 .gz43_2 1 5 840 


F 


UAAACCOA^TJ.AA^ 

M00055896B:C06 


UC2-NormColon 


on 

812 


557947 


IflAf 17 1 if _ /] *} 11 CO/4 /I 

1 705 .r 1 4 .gz43_2 1 5 844 


F 


lk/TAAACfAAin. A AT 

M0005 5 902D : A07 


UC2-NonnColon 


Oil 

813 


1 f AA1 

15001 


1705.G15.gz43_215861 


F 


TV /AAACf AAHO. A A1 

M00055904C:A07 


UC2-NormColon 


O 1 A 

814 


649170 


1 TAC T»1C - ill OKOIA 

1 705 .P 1 5 ,gz43_2 15870 


F 


TV JTAAACCA 1 ^Tl./^/M 

M00055916B:C02 


TT/~»1 AT 

UC2-NormColon 


o 1 c 

815 


644390 


1 705 .D 1 6.gz43 _2 1 5 874 


T* 

F 


X fAAACCAAA A .T?AO 

M00055900A:F08 


UC2-NonnColon 


816 


/i 0 AO A 

643089 


IHAf TV 1 /) O COO 1 

1705.K16.gz43_215881 


F 


iv /taaac r AAAn.r< i rv 

M00055909B:G10 


UC2-NormColon 


on 

817 


553587 


i inr\c r\ i s- ao 11 cooc 

1705. 016.gz43 215885 


F 


* fAAAf f A 1 /ITI./tA^ 

M00055914D:u06 


UC2-NormColon 


010 
818 


ff A*> if O 

550242 


1 TAC TT1T - A 1 11 CO Ail 

1 705 .HI 7.gz43_2 15 894 


F 


TV fAAACCAACn.TTAO 

M00055905D:H02 


1T/-11 -K.T— 

UC2-NonnColon 


O 1 A 

819 


639413 


nnc ait a 1 11CAA1 

1705. 017.gz43 215901 


F 


A/TAAACCA1 C A . A A£ 

M0005 591 5 A: A06 


IT/^l T^T _ _ 1 

U L2-NormColon 


OIA 

820 


C A SO A A 

645844 


1 TAC /"tlO A 1 11 CAAC 

1705.C18.gz43_215905 


17 

F 


HjTAAACCOAA a .hai 

M00055 899AB03 


UC2-NormColon 


011 

821 


/f A 1 HOT 

641087 


-i nnc t?io - ai 1 1 caat 

1 705 .E 1 8 .gz43 J2 1 5 907 


F 


■fc jTAAAf f!AA1 /-»./^ -i /-v 

M00055901C:C 10 


UC2-NormColon 


000 
822 


/! Ol 1 ^1 

482163 ! 


1 TAC T71 O ~.—A 1 1 1 CAAO 

1 705 .F 1 8 .gz4i_2 15908 


17 

F 


ii /Taaac c nnTn.TJ 1 A 

M00055902D:H10 


TT/^1 XT - y< - 1 — 

UC2-NonnColon 


on 
823 


643808 


nnr /"mo - Ai 11CAAA 

1 705 .Crl 8 .gz43_2 1 5909 


F 


Ti JTAAACC AA»n. A AZ* 

M00055904D:A06 


1 TOI "XT . . . - _ 1 

UC2-NormLolon 


01>l 

824 


/I ^O 1 A*7 

468147 


1 7AC T 1 A - it "5 1 1 CA1 A 

1 705 .L 1 9.gz43_2 1 593 0 


17 

F 


Ti^AAACCAl AP.PA1 

M00055910C:Ci01 


UC2-NormColon 


01 c 
825 


A vfiCTIO 

446728 


i«Af T\1A A 1 '11CA10 

1 705 .D20.gz43 2 1 593 8 


17 

F 


TWifAAACCAAAT>.T?1 1 

M00055900B:E12 


UC2-NormColon 


826 


A A lOI^ 

447326 


1 HAC T/1A ^ A 1 11 CCiAC 

1 705 .K20.gz43_2 1 5945 


17 

F 


X /TAAACCAAAP.rJAO 

M00055909L:b08 


TT/*^1 Tfc T ■ f 1 — ,1 

U C2-NonnColon 


827 


/TOCAA 1 

685001 


1705.L20.gz43_215946 


F 


X jTAAAC fcAl f\/~* f\ A 

M0005 5 9 1 0C :Cr04 


UG2-NormColon 


000 
828 


645781 


1 705 ,K2 1 .gz43_2 1 596 1 


F 


TV Kf\f\f\C f AAAP.riAA 

M00055909C:Cr09 


TT/^1 "XT . J*t_1 

UC2-NormColon 


01A 
829 


ill Olf 

643825 


ifjrtf X 11 ~. A*) IICA^I 

1 705 . L2 1 .gz43_2 1 5 962 


17 

F 


A JAAACf A1 AA . A A1 

M00055910D:A03 


TTi^l ~>T _ 1 


830 


374340 


1*7f\iZ All - A 1 HCA^T 

1705.A22.gz43215967 


17 

F 


A iTAA AC CO A/1 A .TTAO 

M00055894A:H08 


UC2-NonnColon 


01 1 

831 


>l AT C £. 

640756 ! 


l *t/\^ ■» *1i , ill 1 1 C A1 A 

1705.M22,gz43_215979 


17 

F 


A JTAAAf f A 1 1P.r»AO 

M000559 12C:C08 


TT/^1 XT.^A^Im 

UC2-NormColon 


832 


400741 


1 *1f\C Till A*> 11C AO if 

1705 .B23 .gz432 15984 


17 

F 


A jTAAACCOA^.tTI A 

M00055896C:rllO 


¥ TP1 "XT —1 

UL2-NormL>olon 


833 


644063 


1 t^r\C T^1 if ^ ifl 11^ A Ail 

1 705 .F24 .gz43_2 1 6004 


F 


A K r\r\r\c cAAin. 1 A 

M00055903B:L10 


TT/1A \T -1 w 

UC2-NonnColoii 






1 7H^ rryA'X 1 1 AOn^ 
1 / UO . vJZ*f .gZ*f j_Z 1 OUU 3 


■p 
r 


JVIUUUj Dy\)JJ\,r 1 1 


U L/Z-lN OllIl^OXUIl 


835 


89082 


1705.K24.gz43_216009 


F 


M00055909D:E01 


UC2-NonnColon 


836 


643991 


1705.O24.gz43_216013 


F 


M00055915C:B09 


UC2-NormColon 


837 


459881 


1706.B01.gz43_216028 


F 


M00055918B:B10 


UC2-NonnColon 


838 


644554 


1706.C01.gz43_216029 


F 


M00055919D:H07 


UC2-NonnColon 


839 


557175 


1706.B03.gz43_216060 


F 


M00055918B:F10 


UC2-NormColon 


840 


641484 


1706.F03.gz43_216064 


F 


M00055924C:A09 


UC2-NormColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEONAME 


0RIEN 
T 


CLONE ID 


LIBRARY i 


QA 1 

841 


<CC 1 1 O 1 

651131 


1 T>r\$ r*iAi oi/saao 
1 / 06 .dVj .gZ43_2 16092 


T7 

r 


AvTAAA<<Q1 O/^./^A/l 

M0005591o^.UU4 


TIT*"} ATj L. .LlPj -1- _ i ■ 

UC2-1N ormColon 


<MO 

842 


644629 


1*7A£ 1A< 01£1AA 

1 /06.J0j.gZ4J_21bl00 


r 


\/f AAA?-CflO A A ./"1A/1 

M00055 930A.Vj04 


t too \T A « M »r , Ai A « 
UL2-rsonn(Jolon 


QA1 

843 


419009 


1 /06..b06.gZ43_Z16111 


T? 

r 


AiTAAA<<Q00T\*/^11 A 

M00055 922U. (j 1 0 


T Tf^O XT j l ■■11^ -1/1.. 

U L2-JNormColon 


QAA 

844 


446795 


T7A/I A/TAA r***A1 oi^iia 
1 /06.MUO.gZ43_2161 19 


17 

r 


\>r AAAC COO/I A£ 

M00055934CliUD 


u^-JNormUolon 


QAZ 

845 


/CO OO AO 

638808 


1 /06. < L0/.gZ43_2 16134 


. r 


AvfAAACCAOO A •T7AC 

M00055933A:li05 


U L2-JN ormColon 


QAC 


646596 


1 OA£ XTAO r+—A1 O 1 £ 1 1£L 

1 /U6.fNU/.gZ43__2 16135 


r 


A jTA A A C < 0*2 HC^ .T> AC 

M0005593ov^.U05 


JTOO XT - i ..if 1 . .1. ... 

UL2-rs ormColon 


QA1 

847 


^O AAA 1 

639901 


1 Hl\C TJAO oi/Cno 

1706 . r 0 / .gz43_2 16138 


T7 

r 


HjTAAACCA^AD. All 

M00055939B:A1 1 


T TOO XTn t.ttO nl n.^ 

UC2-N ormColon 


5/19 

o4o 


6483 /9 


T7AX MAC mAI Ol^l^O 

1 /U6.JNUo.gZ43_Z 10152 


r 


MU0055930^.1JU3 


TTOO TlTaihuPjiIaii 

ucz-JNormcoion 


8/10 

54y 


OD093© 


1 7A£ TAO rr^ZlQ 0 1 A 1 £A 

1 /00.JUy.gZ43__Zl0l04 


T7 

r 


MU0033y30CJLlU3 


ucz-JNormcoion 




&ai\ oa 
6431 /U 


1 OAlC CIA r***A O O 1 £L 1 OC 

1 /06..bl0.gZ45_2161 /D 


T7 

r 


MU0055y25Jt>.UU / 


UC2-JNormcoion 


851 


643239 


1 /06.rll0.gz43_2161 /o 


T? 

r 


TViTAAACCOO'7TVTJ 1 1 

M0005592 fu.Etl 1 


U L2-JN ormColon 


Of') 

852 


639596 


nn/r 11 A OUCIOA 

1 706. J 1 0.gz43_2 16180 


T7 

r 


A>TAAA<<0'3A/^.r'A<C 

MU0055930L/.r06 


TTOO XT.TL. -»^0.,-l1j-l.» 

U L2-IN ormColon 


853 


£A< 11/1 

605114 


1706.L10.gz43_216182 


r 


A>f AAAC COOOD-D 1 1 

M0005593313:d1 1 


U C2-JN ormColon 


Of /I 

854 


456920 


1 nr\c XT1 1 ^wr,/1 O. OI/COAA 

1706 .fNll.gz43_2 16200 


■n 

r 


A X A A A C C Ckl /CTfc ■ 1? A*2 

M0005 5 93 6D .r 03 


TTOO XUmmPaUm 

U C2-JN ormColon 


855 


647952 


1/7A/ nil >iO n^OAyl 

1706.B12.gz43_216204 


F 


A /TAAACCA1 A A . A Ail 

M00055919A:A06 


TTOO AT ,-, .-.m O — , 1 . . -. 

UC2-JNormcolon 


856 


650470 


1 706. M 1 2 .gz43_2 1 62 1 5 


F 


H jTAAAf C A*5 yl TA.TTAA 

M00055934D:H09 


UC2-NormColon 


OCT 

857 


465576 


1 706. D 1 3 ,gz43_2 1 6222 


T7 

r 


TkJlAAACiAOl A .T7AC 

M00055922A:r05 


TTOO XTr, .-. .,0,1 _ 

UC2-IMormColon 


858 


ACC A 1 O 

455413 


1 706. r 1 3 .gz43 JZ 1 6234 


F i 


A jf AAAC C A9 ATVT\AT 

M00055939D:D07 


TTOO XT r. .... .O n 1 n .. 

UC2-N ormColon 


859 


/"} a ao 0 

639038 


ITA^ TT1 C ylO *>l/lCO 

1 706 .H 1 5 ,gz43 2 1 625 8 


F 


TV /TAAAC CATO A ,f~*(\£. 

M00055928A:C06 


TTOO XT^ O^l 

U 02 -N ormColon 


860 


556925 


lOAiC TIC nr ,A1 OI^O/TA 

1706. J 15.gz43_216260 


r 


A yTAAAC C AOAP .TTAC 

M00055930C:rl05 


TTOO AT- ....xAnln., 

UC2-rNormColon 


00 1 


644301 


lOA/C K \ C t^wAI 01/£0£O 

1 706 .A 1 6 .gz43_2 1 626 / 


r 


A>TAAACCQ1 TTVCAT 

M00055yi /U.bO / 


TTOO XTj-li ■ i.t. 0.rJjT.n 

U C2-iNormColon 


862 


447520 


1 Ht\C T1/C „-/tO O 1 C^lHC 

1706. J 16.gz43_2 162/6 


r 


A Xt\ A A C C 0*2 AF\ . D A C 

M00055 93011 :l>05 


TTOO TSTn . .nO 1 , .1 

UC2-JNormColon 


863 


AAIA^H 

44 /426 


17A/ f\n O oi^oo^c 

1706.D1 /.gz43_2 16286 


r 


AJAAA^^AIID. A t\C 

M00055922o:A06 


TTOO XT MMM 0^1^*« 

U C2-JN ormColon 


QUA 

864 


^ 1 AO AO 

610893 


fin/ TTl O "7 O 1 ^inn 

1706.H17.gz43_216290 


u 
r 


AAAAACCAIO A ."CI 1 

M00055928A:bl 1 


TTOO AT i i O 1 ■ i 

U C2-N ormColon 


865 


£.\ O^O^ 

613626 


1 7 06 J 1 7 .gz43_2 1 6292 


F 


A yfAAAC CAT AT"\ .DAA 

M00055930D:B09 


TTOO XTn . .. iOr..1.n... 

u C2-N ormColon 


866 


CAZ AAO 

645092 


1 H t\C XT 1 O A 1 OliCOAiC 

1 706 .N 1 7 .gz43_2 1 6296 


F 


AyrAAACCAOT A .EAT 

M0005 5 93 7 A:r 07 


TTOO XT-Ll lnQjJjLlL 

U C2-N ormColon 


867 


Z' A AO TO 

649873 


1 706 .P 1 9 .gz43_2 1 63 3 0 


F 


•\ jTAAAf CAilATJ. A AO 

M00055940B:A08 


TTOO XT O _1 

UC2-NormColon 


868 


645028 


nA^ A ^A . A") O 1 ^^O-l 

1706.A20.gz43 _2 1633 1 


F 


AvTAAACCAl O A .17 1 A 

M00055918A:r 10 


UC2-NormColon 


o£A 
869 


639154 


1 706 .F20.gz43_2 16336 


r 


A Xt\C\ A^ < AO £TD «r\ A A 

M00055925B:JDU9 


TTOO \Tt. ..ir^l r n 

U C2-N ormColon 


QOA 

870 


/C/l AAOC 

649085 


1 /06.D21.gz43__2 16350 


r 


A Xt\ A A < ^ AT 0 15 ./lA A 

M0005 5 922B .U09 


TTOO XT,, .Q, ,1,-. .. 

U C2-IN ormColon 


O /I 


643332 


1 /06.r21.gz43__216352 


u 
r 


AjTAAA^A / ><T3.TM a 

M000jj92jJo.JL/10 


TTOO AUi^Mr^Un 

U Cz-jn ormcoion 


QOO 

8 II 


643383 


1706 .ri2 1 .gz43_2 16354 


T7 

r 


A/fAAA^^QOOD.n 1 

M000 j5y2oB.ltl 1 


TTOO XT^^km O/^l 

UC2-JN ormcoion 


o /3 


2U4 


1 /06J21.gZ43 216356 


r 


A if AAA ^ < ATA .17 AC 


TTOO XTrt-n, O -.1 ~n 

U C2-IN ormcoion 


874 


HA VI \C 

641716 


1706.N2 1 .gz43_2 16360 


r 


A Xt\ A A < C Q1 HC" • r 1 A C 

JVl000j5y3 /CCOo 


TTOO XT. .1 ilt.Pj-lT.tt.ti 

uc2-rsormcoion 


8/5 


643627 


1 706. xi22.gz43_2 1636 / 


r? 

r 


A if A A A C C AO /l "D .Tl AO 

M00 0 5 5 y24B .U02 


TTP0 XT^«v*P^1/\« 

u C2-JN ormcoion 


0/0 






r 


M000S1Q3^rF0^ 

lVJLvv/v/./-' 7JJV . 1-#V/ J 


T IP? -MnrmPnl An 


877 


550237 


1707.J02.gz43_216453 


F 


M00055956D:B01 


UC2-NormColon 


878 


646317 


1707.B04.gz43_2 16477 


F 


M00055942BA10 


UC2-NormColon 


879 


643968 


1707.K05.gz43_2 16502 


F 


M00055958C:E03 


UC2-NormColon 


880 


649549 


1707.F06.gz43_216513 


F 


M00055949D:B07 


UC2-NormColon 


881 


513619 


1707.O07.gz43_2 16538 


F 


M00055967A:F11 


UC2-NormColon 


882 


460245 


1707.108.gz43_216548 


F 


M00055955B:C06 


UC2-NormColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


883 


646061 


1707.O08.gz43_216554 


F 


M00055967A.G01 


UC2-NormColon 


884 


645273 


1707.O09.gz43_216570 


F 


M00055967B:B12 


UC2-NormColon 


885 


524546 


1707.A12.gz43_2 16604 


F 


M00055941B:A04 


UC2-NormColon 


886 


648782 


1707.B12.gz43_216605 


F 


M00055942D.A01 


UC2-NormColon 


887 


645900 


1707.O13.gz43 216634 


F 


M00055967B:F07 


UC2-NormColon 


888 


648555 


1707.D14.gz43 216639 


F 


M00055945C:D09 


UC2-NormColon 


889 


452316 


1707.J14.gz43 216645 


F 


M00055957B.F1 1 


UC2-NormColon 


890 


461363 


1707.D17.gz43_216687 


F 


M00055945D.D01 


UC2-NormColon 


891 


644720 


1707.D18.gz43J216703 


F 


M00055945D:E08 


UC2-NormColon 


892 


647312 


1707.L18.gz43_2 16711 


F 


M00055961D.F06 


UC2-NormColon 


893 


646190 


1707.N18.gz43_216713 


F 


M00055966B:H09 


UC2-NormColon 


894 


531529 


1707.H19.gz43_216723 


F 


M00055954C:G07 


UC2-NormColon 


895 


393599 


1707.E20.gz43_216736 


F 


M00055947C:E09 


UC2-NormColon 


896 


645508 


1707.N20.gz43 216745 


F 


M00055966C:D03 


UC2-NormColon 


897 


383609 


1707.023. gz43 216794 


F 


M00055967D:C05 


UC2-NormColon 


898 


447805 


1707.B24.gz43_2 16797 


F 


M00055943B:E01 


UC2-NormColon 


899 


694643 


1707.P24.gz43 216811 


F 


M00055969A:F02 


UC2-NormColon 


900 


647924 


1708.101. gz43 216820 


F 


M00055980B.B07 


UC2-NormColon 


901 


645920 


1708.P01.gz43_216827 


F 


M00055990A.F07 


UC2-NormColon 


902 


641484 


1708M02ez43 216840 


F 


M00055985D:E09 


UC2-NormColon 


903 


640672 


1708.A04.gz43 216860 


F 


M00055969B:B05 


UC2-NormColon 


904 


644226 


1708.K04.gz43 216870 


F 


M00055982C:H01 


UC2-NormColon 


905 


557852 


1708.C06.gz43 216894 


F 


M00055972C.C09 


UC2-NormColon 


906 


558052 ! 

+J +J KJ w *W 


1708C07ez43 216910 


F 


M00055972C:F02 


UC2-NormColon 


907 


644354 


1708108 ez43 216932 


F 


M00055980C:G12 


UC2-NormColon 


908 


645746 


1708 L08 ez43 216935 


F 


M00055984DE04 


UC2-NormColon 


909 


647539 


1708M09ez43 216952 


F 


M00055986A-F05 


UC2-NormColon 


910 


645288 


1708L10ez43 216967 


F 


M00055985A:B06 


UC2-NormColon 


911 


645289 


1708.All.gz43 216972 


F 


M00055969D:B08 


UC2-NormColon 


912 


642058 


1708.Gll.gz43 216978 


F 


M00055978A:H03 


UC2-NormColon 


913 


642955 


1708.A12.gz43 216988 


F 


M00055969D:F08 


UC2-NonnColon 


914 


640092 


1708H12sz43 216995 


F 


M00055979B.G07 


UC2-NormColon 


915 


558452 


1708P12gz43 217003 


F 


M00055990D:B02 


UC2-NonnColon 


916 


645427 


1708.L13.gz43 217015 


F 


M00055985B:C02 


UC2-NormColon 


917 


649082 


1708.B14.gz43 217021 


F 


M00055971B:A11 


UC2-NormColon 


918 


451709 


1708.K14.gz43_217030 


F 


M00055983C:C09 


UC2-NormColon 


919 


640204 


1708.H15.gz43_217043 


F 


M00055979C:B07 


UC2-NormColon 


920 


640179 


1708.N15.gz43_217049 


F J 


M00055988A:A12 


UC2-NormColon 


921 


582549 


17O8.P15.gz43_217051 


F 


M00055990D:G09 


UC2-NormColon 


922 


484355 


1708.G16.gz43_217058 


F 


M00055978B:F01 


UC2-NormColon 


923 


646013 


1708J17.gz43_217077 


F 


M00055982A:G06 


UC2-NormColon 


924 


649309 


1708.P18.gz43_217099 


F 


M00055991A.D10 


UC2-NormColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


925 


647333 


1708.F19.gz43_217105 


F 


M00055977A:G09 


UC2-NormColon 


926 


647058 


1708.A21.gz43_217132 


F 


M00055970C:A05 


UC2-NormColon 


927 


643723 


1708.F21.gz43_217137 


F 


M00055977B:F06 


UC2-NormColon 


92S 


639359 


1708.N21.gz43_217145 


F 


MO0055988AE05 


UC2-NormColon 


929 


647539 


1708.H23.gz43_217171 


F 


M00055980A:H06 


UC2-NormColon 


930 


647211 


1708.C24.g243_217182 


F 


M00055973CF10 


UC2-NonnColon 


931 


650018 


1708.J24.gz43_217189 


F 


M00055982C:A12 


UC2-NormColon 


932 


645848 


1708.K24.gz43_217190 


F 


M00055984A:F05 


UC2-NormColon 


933 


646212 


1708.P24.gz43_217195 


F 


M00055991C:H11 


UC2-NonnColon 


934 


406436 


1588.N01.gz43_217262 


F 


M00055553AD08 


UC2-NormColon 


935 


553651 


1588.E02.gz43_217269 


F 


M00055542CH05 


UC2-NonnColon 


936 


466092 


1588.H02.gz43_217272 


F 


M00055546BH03 


UC2-NormCoIon 


937 


645891 i 


1588.N02.gz43_217278 


F 


M00055553A:F11 


UC2-NormColon 


938 


649390 


1588.A03.gz43_217281 


F 


M00055536B:H11 


UC2-NonnColon 


939 


448358 


1588.H04.gz43_217304 


F 


M00055546C:B01 


UC2-NormColon 


940 


650982 


I588.104.gz43_217305 


F 


M00055547C:B07 


UC2-NormCoIon 


941 


644012 


1588.O05.gz43_217327 


F ! 


M00055554C:B04 


UC2-NormColon 


942 


649099 


1588.P06.gz43_217344 


F 


M00055556A:E07 


UC2-NormColon 


943 


551662 


1588.M07.gz43_217357 


F 


M00055551CC08 


UC2-NormColon 


944 


639316 


1588.K08.gz43_217371 


F ! 


M00055549C:E10 


UC2-NormColon 


945 


639480 


1588.J09.gz43_217386 


F 


M00055548B:G06 


UC2-NormColon 


946 


1318 


1588.All.gz43_217409 


F 


M00055537C:A01 


UC2-NormColoji 


947 


457146 


1588.Lll.gz43_217420 


F 


M00055550D:D02 


UC2-NormColon 


948 


451671 


1588A15.gz43_217473 


F 


M00055537CE04 


UC2-NormColon 


949 


641401 


1588.115.gz43_217481 


F 


M00055547D:G06 


UC2-NormColon 


950 


453606 


1588.D17.gz43_217508 


F 


M00055542B:B11 


UC2-NormColon 


951 


642414 


1588.G17.gz43_217511 


P 1 


. M00055545D:C03 


UC2-NormColon 


952 


649564 


1588.H18.gz43_217528 


F 


M00055547A:H11 


UC2-NormColon 


953 


529799 


1588.118.gz43_217529 


F 


M00055548A:D07 


UC2-NormColon 


954 


645781 


1588.N18.gz43_217534 


F 


M00055553D:E06 


UC2-NormColon 


955 


447379 


1588.M20.gz43_217565 


F 


M00055552C:G03 


UC2-NormColon 


956 


639461 


1588.A21.gz43_217569 


F 


M00055538B:G09 


UC2-NormColon 


957 


451361 


1588.D21.gz43 217572 


F 


M00055542C:B02 


UC2-NormColon 


958 


449891 


1588.122.gz43_217593 


F 


M00055548A:F04 


UC2-NormColon 


959 


639395 


1588.022.gz43_217599 


F 


M00055555D:B05 


UC2-NormColon 


960 


644173 


1588.F23.gz43_217606 


F 


M00055545A:C01 


UC2-NonnColon 


961 


648494 


1588.H24.gz43_217624 


F 


M00055547B:G09 


UC2-NormColon 


962 


477064 


1588.P24.gz43_217632 


F 


M00055557B:B10 


UC2-NormColon 


963 


| 535436 


1729.L02.gz43_217660 


F 


M00056092B:D10 


UC2-NormColon 


964 


650900 


1729.B04.gz43_217682 


F 


M00056078B:G02 


UC2-NormColon 


965 


649149 


1729.D04.gz43_217684 


F 


M00056081A:C05 


UC2-NormColon 


966 


644054 


1729.K04.gz43_217691 


F 


M00056091A:E04 


UC2-NormColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


967 


649082 


1 729.P04.gz43_2 1 7696 


F 


M00056097B:C04 


UC2-NormColon 


968 


454176 


1729.J05.gz43 217706 


F 


M00056089D:A09 


UC2-NormColon 


969 


448485 


1729.A06.gz43_217713 


F 1 


M00056077B:E03 


UC2-NonnColon 


970 


643440 


1729N06az43 217726 


F 


M00056095B:A07 


UC2-NormColon 


971 


649356 


1729J08sz43 217754 


F 


M00056089D:E07 


UC2-NormColon 


972 


710155 i 


1729L08ez43 217756 


F 


M00056092C:E12 


UC2-NormColon 


973 


560054 


1729 Ell ez43 217797 


F i 


M00056082A:E12 


UC2-NormColon 


974 


644712 


1729 Kll ez43 217803 

X # X*^*Xk.X A- • £S WWW 


F 


M00056091C:C06 


UC2-NormColon 


975 


646696 


1729A12ez43 217809 


F 


M00056077C:H02 


UC2-NomiColoxi 


976 


644715 


1729H12ez43 217816 


F 


M00056087B.G12 


UC2-NormColon 


977 


644965 


1729N12ez43 217822 


F 


M00056095C:E02 


UC2-NormColon 


978 


645050 


1729K13ez43 217835 


F 


M00056091CD09 


UC2-NormColon 


979 


649514 


1729N14ez43 217854 


F 


M00056095C:G07 


UC2-NormColon 


9X0 


570939 


1729E15ffz43 217861 


p 


M00056082BG07 


UC2-NormColon 

\-> A 1 Villi WVlV/li 


981 


647437 


1729F16ez43 217878 


F 


M00056083DD11 


LJC2-NormColon 


OR? 


6S0547 


1779 LI 6^743 217884 


F 


M00056093AB12 


UC2-NormColon 




649054 


1729P16ffz43 217888 


F 


M00056098BC04 

X» IV W ^ \J\J *f VlV • V> V/ I 


UC2-NormColoii 


984 


645409 


1729K17cz43 217899 


F 


M00056091DC12 


UC2-NoimColon 


985 


613722 


1729 B18 sz43 217906 


F 


M00056079AB01 


UC2-NormColon 


986 


418763 


1729L18sz43 217916 


F 


M00056093AF08 


UC2-NormColon 


987 


619635 


1729 K20 ez43 217947 


F 


M00056091D:E10 


UC2-NormColon 


988 


645131 


1729 L20 ez43 217948 


F 


M00056093B:D03 


UC2-NormColon 


989 


451899 


1729M22ez43 217981 


F 


M00056095AC02 


UC2-NonnColon 


990 


597647 


1729 P22 ez43 217984 


F 


M00056098D-A08 


UC2-NoimColon 


991 


560860 


1717F01ez43 218406 


F 


M00055998BD06 


UC2-NormColon 


992 


640709 


1717 P01 2z43 218416 


F 


M00056009DC12 

X ™Xw w W V ✓X^ • X X^ 


UC2-NormColon 


993 


447802 


1717O02ez43 218431 


F 


M00056008B:G05 


UC2-NormColon 


994 


641736 


1717103 ez43 218441 

x v x / «Xv/w *F_j* tWmf iu i rx 


F 


M00056001D:B06 


UC2-NormColon 


995 


464498 


1717 J03 ez43 218442 


F 


M00056003B:G11 


UC2-NormColon 


996 


452775 


1717K03ez43 218443 


F 


M00056004DF03 


UC2-NormGolon 


997 


561836 


1717L03ez43 218444 


F 


M00056005CF11 


UC2-NormColon 


998 


444454 


1717 K04 ez43 218459 


F 


M00056004DF12 


UC2-NormColon 


999 


639178 

UJ7 I/O 


1717 004 P743 2 1 8463 


F 


M00056008CD04 


UC2-NoimColon 


1000 

A W\J\J 


513888 


1717 F05 ez43 218470 


F 


M00055998CD04 


UC2-NormColon 


1001 


643971 


1717 T05 0743 21R473 


F 


M00056001DG12 


UC2-NormColon 


1002 


644824 


1717J05.gz43_218474 


F 


M00056003C:C09 


UC2-NormColon 


1003 


448418 


1717.N05.gz43_218478 


F 


M00056007C:A03 


UC2-NormColon 


1004 


644030 


1717.O05.gz43_218479 


F 


M00056008C:D08 


UC2-NormColon 


1005 


644972 


1717.P05.gz43_218480 


F 


M00056010A:E05 


UC2-NormColon 


1006 


649556 


1717.B06.gz43_218482 


F 


M00055993D:F12 


UC2-NormColon 


1007 


644611 


1717.106.gz43_218489 


F 


M00056002A:A03 


UC2-NormColon 


1008 


645162 


1717J07.gz43_218506 


F 


M00056003C:H10 


UC2-NormColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORTEN 
T 


CLONE ID 


LIBRARY 


1009 


470462 


1717L07ez43 218508 


F 


M00056005DC04 


UC2-NonnColon 


1010 


645662 


1717 A08 ez43 218513 

A f A X *4 AV V « Al T ^* A V w A 


F 


M00055992A-D08 


UC2-NonnColon 


1011 


649259 


1717.H08.gz43_218520 


F 


M00056000CD09 

1UV WW «^ WW V VV V 


UC2-NormColon 


1012 


650018 


1717.D09.gz43 218532 


F 


M00055996C:A02 


UC2-NormColon 

V-/ V^A« 1 lvlUIV/V-ivU 


1013 


640645 


1717.D10.gz43_218548 


F 


M00055996C:A08 


UC2-NormColon 


1014 


643477 


1717.M10.gz43_218557 


F 


M00056006D:E03 


UC2-NormColon 


1015 


541214 


1717.Ell.gz43 218565 


F 


M00055997DA11 

ATAV W*^ »^ ^ r A^ « AAA 


UC2-NonnColon 


1016 


651083 


1717.Mll.gz43 218573 


F 


M00056006D:F05 


UC2-NormColon 


1017 


549889 


1717.G12.gz43 218583 


F 


M00055999D:C05 


UC2-NonnColon 


1018 


558856 


1717 D13 ez43 218596 


F 


M00055996D-D07 


UC2-NonnColOxi 

V*/ V>A«» JL 1 VJliil V/V/lV/xx 


1019 


644022 


1717N13cz43 218606 

X / X 1 JllJ » r>f t~~i A* 1UUUU 


F 


M00056007DF07 


UC2-NormColon 


1020 


644612 


1717 013 ez43 218607 


F 


M00056008D-D02 


UC2-NormColon 


1021 


644949 


1717P13ff743 218608 

X / X / .X 1 J.gtiTJ ^ i UWUU 


F 

X 


M00056011A-C11 

lVll/vWJvV X IrV.Vl X 


UC2-NormColon 

VJ X > V/ 1 1 1 1VW1UJU 


1022 


643808 


1717C14ez43 218611 

X f X f « X « .j, T X Uv X X 


F 


M00055995AG09 


UC2-NoimColon 

VVjC- X^V/J>XXJLVp/VXV/XX 


1023 


642260 


1717 014 ez43 218623 


F 


M00056008DD03 


UC2-NormColon 


1024 


651119 


1717B15ez43 218626 


F 


M00055994BB12 


UC2-NormColon 


1025 

XV/ JL<J 


477521 

Til JZ. X 


1717C15ffz43 218627 


F 


M00055995BA02 


UC2-NormColon 


1026 


587106 

JO / X V/Vs 


1717D15pz43 218628 


F 


M00055996DG02 


UC2-NormColon 


1027 

XV/ / 


419443 


1717115 t?z43 218633 


F 


M00056002DE09 


UC2-NonnColon 


1028 


643440 


1717L15ez43 218636 


F 


M00056006A:E04 


UC2-NoimColoii 


1029 


555736 


1717M16 ffz43 218653 


F 

X 


M00056007AB02 


UC2-NormColon 


1030 


6447 1 0 

VrT*t Z. X V/ 


1717G17o^43 218663 


F 

X 


M00055999DH04 

ITXVV/V/ »/ «/ 7 ^ 7 J-J .1 XV/T 


UC2-NormColon 

Uuii X 1 V/1*1X\-'VJX\JLX 


1 031 

1V/J X 


449261 


1717 117 ez43 218665 


F 


M00056003AA08 


UC2-NormColon 


1032 


643498 


1717J17ez43 218666 


F 


M00056004BF04 


UC2--NormColon 


1033 


517274 


1717P17ez43 218672 

X / X S .X X # . *l -J luu / 


F 


M00056011BA06 


UC2-NormColon 


1034 


532307 


1717L18ez43 218684 


F 


M00056006A:GO9 


UC2-NormColon 


1035 


643288 


1717A19ez43 218689 


F 


M00055993AE02 


UC2-NonnColon 


1036 


478025 


1717F19ez43 218694 


F 


M00055999A-A04 

JLtJLVV/ V*^»/ ✓ ✓ ✓A A* A Aw 1 


UC2-NonnColon 


1037 


447822 


1717G19ez43 218695 


F 


M00056000AB02 


UC2-NormColon 


1038 

1UJO 


641580 


1717 119 ez43 218697 


F 


M00O56003A-BO7 


UC2-NormColon 

\^ V/m A 1 V1111V/ 


1039 


489426 


1717P19ez43 218704 

1(1/ .X X Z* .j^£*\J ZflO / V/"T 


F 


M00056011BE10 


UC2-NormColoii 


1040 

XV/*TV/ 


650534 


1717r?0p^43 218707 

X / X / . V/a»V .g6*TJ z>io/v// 


F 


M00055995CF05 


UC2-NormColoii 


1041 


644990 


1717 E20 ez43 218709 

X / X / Xv ' ilU / 


F 


M00055998AF06 

ATA W ^ ^ Ui A,* A W 


UC2-NormColon 


1042 

X V/"T<6» 


207530 


1717F20ez43 218710 


F 


M00055999AB07 

ATA W Wte/ W ✓ ✓ ✓ XX»A« \M I 


UC2-NormColon 


1043 

XV/*T«7 


645197 


1717 120 ez43 218713 

X / X / ,liV. tii.'-r J Z» x O / 1J 


F 


M0005 6003 A CO 1 


UC2-NormColon 

V^AV 1 i Vl 111V/V/1 Vil 


1044 


414739 


1717.K20.gz43_218715 


F 


M00056005B:HO8 


UC2-NormColon 


1045 


592941 


1717.L20.gz43 218716 


F 


M00056006B:B05 


UC2-NormColon 


1046 


447556 


1717.H21.gz43_218728 


F 


M00056001C:F07 


UC2-NonnColon 


1047 


i 23S586 


17 17.N21.gz43_2 18734 


F 


M00056008B:E04 


UC2-NonnColon 


1048 


644612 


1717.E22.gz43_218741 


F 


M00055998B.A04 


UC2-NormColon 


1049 


646387 


1717.F22.gz43„218742 


F 


M00055999A:H10 


UC2-NormColon 


1050 


647443 


1717.G22.gz43 218743 


F 


M00056000A:E11 


UC2-NoraiColon 
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SEQ 
ED NO 


CLUSTER 


SEQ NAME 


ORJEN 
T 


CLONE ID 


LIBRARY 


1051 


555172 


1717.P22.gz43_218752 


F 


M00056011C:D04 


UC2-NormColon 


1052 


552846 


1717.D23.gz43_218756 


F 


M00055997A:F04 


UC2-NonnColon 


1053 


639377 


1717.B24.gz43_218770 


F 


M00055994C:F05 


UC2-NormColon 


1054 


449713 f 


1 7 1 7.M24.gz43_2 1 878 1 


F 


M00056007B.C10 


UC2-NonnColon 


1055 


456627 


1717.N24.gz43 218782 


F 


M00056008B:G01 


UC2-NormColon 


1056 


646143 


1717.024.gz43_218783 


F 


M00056009D:A02 


UC2-NormColon 


1057 


639629 


1718.H03.gz43_218827 


F 


M00056021C:H08 


UC2-NormColon 


1058 


643744 


1718.D04.gz43_218839 


F 


M00056016C:F11 


UC2-NormColoii 


1059 


397399 


1718.P04.gz43 218851 


F 


M00056032B:H08 


UC2-NormColon 


1060 


650391 


1718.G06.gz43_218874 


F 


M00056020C:H03 


UC2-NonnColon 


1061 


447659 


1718.N06.gz43_218881 


F 


M00056029D:D08 


UC2-NoimColon 


1062 


644967 


1718.D07.gz43_218887 


F 


M00056016D:E02 


UC2-NormColon 


1063 


545509 


1718.G08.gz43_218906 


F 


M00056020D:D03 


UC2-NormColon 


1064 


643975 


1718.D09:gz43_218919 


F 


M00056017A:B08 


UC2-NonnColon 


1065 


645883 


1718.Mll.gz43_218960 


F 


M00056028D:F06 


UC2-NormColon 


1066 


538808 


1718.B12.gz43_218965 


F 


M00056013A:C09 


UC2-NonnColon 


1067 


425455 


1718.P13.gz43_218995 


F 


M00056033A:C11 


UC2-NonnColon 


1068 


467057 


1718.M20.gz43 219104 


F 


M00056029B:H03 


UC2-NormColon 


1069 


640181 


1718.B21.gz43 219109 


F 


M00056013D:D07 


UC2-NonnColon 


1070 


650348 


1718 F23 az43 219145 


F 


M00056020B:C09 


UC2-NormColon 

Vy \*/X* 4 1 V* 111 V wl Vll 


1071 


451993 


1718P24ez43 219171 

X 9 XW«X 4*^iAm mmf X> X X 9 X 


F 


M00056033CH09 


UC2-NormColon 


1072 


647976 


1719.E01.gz43 219176 


F 


M00056039A:F04 


UC2-NonnColon 


1073 


557676 


1719.101. gz43_219180 


F 


M00056045A:D03 


UC2-NormColon 


1074 


644639 


1719 N01 ez43 219185 

X 9 X ^ .A T W X «^^X* • A X \J *J 


F 


M00056050C:A09 


UC2-NormColon 


1075 


644738 


1719.J02.gz43_219197 


F 


M00056046A:B04 


UC2-NormColon 


1076 


645973 


1719 . A03 .gz43_2 1 9204 


F 


M00056033D:F06 


UC2-NonnColon 


1077 


550376 


1719.B03.gz43_219205 


F 


M00056035B:A04 


UC2-NormColon 


1078 


646088 


1719 D03 ez43 219207 


F 


M00056037BG02 

*Uv 9 X-r , VI VXv 


UC2-NoimColon 


1079 


506920 


1719.P03.gz43_219219 


F 


M00056053AF01 


UC2-NoimColon 


1080 


642198 


1719.A04.gz43j219220 


F 


M00056033D-.G07 


UC2-NormColon 


1081 


649293 


1719E04ez43 219224 


F 


M00056039BC03 


UC2~NormColon 


1082 


641193 


1719.H04.gz43_219227 


F 


M00056043D.E03 


UC2-NormColon 


1083 


461517 


1719.J04.gz43_219229 


F 


M00056046A:B12 


UC2-NonnColon 


1084 


645070 


1719.K04.gz43_219230 


F 


M00056046D:C11 


UC2-NonnColon 


1085 


645942 


1719.M04.gz43_219232 


F 


M00056049B:E11 


UC2-NormColon 


1086 


645151 


1719.O05.gz43_219250 


F 


M00056051D:H02 


UC2-NormColon 


1087 


566745 


1719.B06.gz43J219253 


F 


M00056035B:D11 


UC2-NormColon 


1088 


642184 


1719.M06.gz43_219264 


F 


MO0O56O49C:AO8 


UC2-NormColon 


1089 


649429 


1719.O06.gz43_219266 


F 


M00056052AA11 


UC2-NoimColon 


1090 


549786 


1719.B07.gz43J219269 


F 


M00056035B.E10 


UC2-NormCoion 


1091 


452102 


1719. J07.gz43_2 19277 


F 


M00056046A:GO8 


UC2-NonnColon 


1092 


644819 


1719.O07.gz43_219282 


F 


M00056052AC07 


UC2-NormColon 
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SEQ 
ED NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


1093 


453804 


1719E08ez43 219288 


X 




1 IP 7 -TsJnrm Pr*l r»n 


1094 


650348 


1719K09ez43 219310 

A « X ✓ . A W — ' >£^X4 1 *J 4* 1 S m* X\l 


F 


M00056047A F09 


TTP7-MnrmPr»1nn 
vj v^z - in oi nivvOiuii 


1095 


644894 


1719L09ez43 219311 


F 


Mn00^6048AD17 


T TP9 -Mnrm Pnl nti 


1096 


646048 


1719A10ez43 219316 

X / 1 7 »*il v t g^T«/_A 1 1 U 


F 
i 


Mnnns6034 a fri o 


T TP7 -Mnrm Pnl nn 


1097 


638912 


1719D10ez43 219319 


x^ 


IVJAtVU J DVJ /L.U1 1 


T TP7 -KTnrm Pr»1 nn 


1098 


644817 


1719F10ez43 219321 

X / 17. A X V/ . gZyf rT +i &17JL1 


F 
i 


MOODS 604 1 R-F03 


T TP7 JMnrmPnlnn 


1099 


645973 


1719Ellffz43 219336 


F 
i 


IVxU V v/ J U V«/ 7 V> . VJl/ J 


T TP7-"MnrmPnlnn 


1100 


643748 


1719 Mil ffz43 219344 


F 
i 


Mnons604Qr -H04 


T TP7-WnrmPn1nn 


1101 


649259 


1719 Nil ez43 219345 

X f 17.1lll.g&TJ Z. 1 7 J tJ 


F 
i 


Monos^ns i A-rn3 


T TP 9 .Mnrm Pnlnn 


1102 


642852 


1719 E12 ffz43 219352 

X / 17.XvlA>,g£i'TJ^x>17JJXt 


F 

X 


ivivi j ouj7^/ .nu i 


T TP9 -Mnrm Pnl nn 


1103 


451544 


1719L12az43 219359 

X # X 7 . X-/ 1 »££aVT«/ ^ 17JJ7 


F 

X 


MflnnS604RR-Fni 


T TP9 -"Mnrm Pnl nn 


1104 


528616 


1719 N12 ez43 219361 


F 
i 


lYlUvUJQvJ 1A.JJ11 X 


T TP 9 -Mnrm P n! nn 


1105 


460727 


1719 G13 ez43 219370 


F 


M0005 6043 A • A09 


T TP7 -Mnrm Pnl nn 


1106 


468689 

r v t-J \j \J *s 


1719C14ez43 219382 


F 


M00056036DB06 

1TX vvwJ W/«7 \JXJ , X7V7V7 


T JP7 -Norm Pnl nn 

VJ \jJL IN 171 1X1\_/171 Ull 


1107 


452729 


1719 C15 ez43 219398 


F 


M00056036n*Ti01 


T TP7 -MnrmPnlnn 
\J V/Z, -IN VI xUXAjxkjxi 


1108 


481614 


1719 D15 ez43 219399 


F 


M00056038RG08 

ITIUUVJ VJ V/ J OJ7.VJ v O 


T IP7 -Mnrm Pnl nn 

Uv4p li 171 111\_/U1U1 1 


1109 


649900 


1719H15sz43 219403 

X / 17.111 J.ftZiTJ ^#1J7*TW^ 


F 


M00056044Pr01 


T IP7 -"MnrmPnlnn 

UvZ. "IN Ui IIlV-AJlUil 


1110 


645375 


1719N15ffz43 219409 


p 


M00056051R-B03 

J.VXV/V7\7-1 V7V/— > 1U.UVJ 


T IP7 -Mnrm Pnlnn 

W V-rii IN UI llXV^UlUli 


1111 

1 X X 1 


497101 

T7 1 XV/ X 


1719 P15 P743 219411 

X / 17.1 1 J.gitJ ^>X7*tXX 


F 
i 


lYluuUJUuJJL/.L/U / 


T TP9 -Mnrm P nl nn 
U -JN UI lilV^UiUIl 


1112 


556325 


1719G16or43 219418 

1 / 17. vJ X 17 .gi&tJ Z. X 7*t X O 




Mnnns^n^^ a *wi 7 


T TP7 -MnrmPnlnn 


1113 

X X X .7 


645431 


1719M16ffz43 219424 

1 # X7.1YX1 V7.gxVT«/ Zrl7T^T 


F 

X 


M000S 604QD Tj 03 

lVXV/\7 V/ J V7V/*T7xy .X-/ V/ J 


T TP 9 -"Mnrm P nl nn 
w -in ui ui v/Uiun 


1114 


452325 


1719A17ffz43 219428 


F 

X 


MOOOS6034r*D07 


T TP7 -"Mnrm Pnlnn 

L7 -IN UI II1V/UIUI1 


1115 


447645 


1719B17ffz43 219429 


F 


M0005603Sn-r08 


T TP7 -"Mnrm Pnl nn 

\J\s£t INUllliV/UlUlU 


1116 


644054 


1719P17ffz43 219430 


F i 
i 


M00056036DF05 


T TP7 -MnrmPnlnn 


1117 


641715 


1719M17j>743 219440 

X / X7.1VXX 1 ,j£yL*TJ A17^V 


F 
i 


M00056040n-F01 

JVX v \J v -/ Uut 717 . LJ\J X 


T TP7 -Mnrm P nl nn 
xj v/^ -in ur in V/Uiuii 


1118 


644692 


1719P17^743 219443 


F 


lVXV/vrV/ J v> V7-7 *TiA . x> V7 VJ 


T TP9 -"Mnrm P nl nn 

\j V/^ -in urniv/Uiuii 


1119 

1117 


465589 


1719P18f»743 719459 

X f 17.1 10.^6*tJ il7t77 


F 

x^ 




T TP9 -MnrmPnlnn 
VJ \sL -IN Urili VsUlUU 


1120 


643897 


1719G19j*743 719466 

X / 17.V»17,go^J £»17tUU 


F 

X 


M000S 6043R F03 


T TP9 -MnrmPnl rm 
\J V/^.-lN U11I1V>U1U11 


1121 


456840 


1719 T.l 9<r743 719471 

X / 1 7.JU17.gtitJ 4l7t / 1 


r 


M000S604RTVR0Q 

IVxUu V7 J D Ut O J-/ .13 \J 7 


T TP9-Morm Pnlnn 
17 V^/^-lN UI1I1V>U1UI1 


1122 

X IZiZr 


467255 


1719P19»743 71947S 

X / X 7 . JT 1 7 .gZiHJ Z. 1 7*+ / -7 




MOOOSAOSil A *"P03 


T TP 1 -Mnrm P nl nn 


1123 


645530 


1719C20ff743 21Q478 

X / X 7,Vi.\/,gAilJ ^ X 7^ / O 


F 
i 


M000Sfi037A-ni 1 


T TP 9 -"Mnrm Pnl nn 
U v>Z.-JLN UlIIlv^UlUll 


1124 


648390 


1719 A21 ez43 219492 

X / X 7 iiVt X .^tiTJ X» X 7T7i 


F 
i 


M000S6034r-H09 

XYXV/ UUJUuJtV/ .1 1V7 7 


T TP 7 -"Mnrm P nl nn 

Uv^Z.-lNUHIlv^UlUlI 


1125 


467597 


1719 B21 ez43 219493 

X / 17,i/£.l,gLiTJ il77/J 


F 1 
i 


M0005603SD-rTl 0 


T TP 7 -Mnrm Pnl nn 

\J \-iZ. — IN UI lllV^UlUXi 


1126 


468330 


1719 D21 &743 219495 

X / X 7 .XJ X •f\ 4.17T77 


F 


M00056038Tj-F03 

1tXV7W/»/V7vJ017.X^ \7«7 


T TP 7 -Nnrm P nl nn 

VJ V^x^-IN UI lliV^UlUil 


1127 


454438 


1719 F71 5^743 219496 

X I X7.X7>Z«X.*pZ.T.7 Z»X7^7VI 


F 
i 


M000S6O40P-RO3 

1VXV/17 V «7 V7 V*T VJ . D\7 J 


T TP 9 -"MnrmPnlnn 

V7V/A*-lNUlIllv/UlUxI 


1128 


402476 


1719.121.gz43_219500 


F 


M00056045D:C09 


UC2-NormColon 


1129 


558439 


1719.M21.gz43_219504 


F 


M00056050A.D02 


UC2-NormColon 


1130 


595066 


1719.N21.gz43_219505 


F 


M00056051C:C09 


UC2-NormColon 


1131 


646687 


1719.E22.gz43_219512 


F 


M00056040C-.C12 


UC2-NonnColoii 


1132 


452026 


1719.H22.gz43_219515 


F 


M00056044D:F01 


UC2-NormColon 


1133 


639255 


1719.K22.gz43_219518 


F 


M00056047C:E03 


UC2-NonnColoii 


1134 


612572 


1719.L22.gz43_219519 


F 


M00056049A:C11 


UC2-NormColon 



99 



WO 02/14500 



PCT/US01/25840 



Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


OREEN 
T 


CLONE ID 


LIBRARY 


1135 


641786 


1719.022.gz43_219522 


F 


M00056052D:G01 


UC2-NormColon 


1136 


647306 


1719.P22.gz43_219523 


F 


M00056054A:G07 


UC2-NormColon 


1137 


640559 


1719.A23.gz43_219524 


F 


M00056034D:E09 


UC2-NoimColon 


1138 


550365 


1719.D23.gz43_219527 


F 


M00056039A:A02 


UC2-NormColon 


1139 


462293 


1719.123.gz43_219532 


F 


M00056045D:E06 


UC2-NormColon 


1140 


587106 


1719.N23.gz43_219537 


F 


M00056051C:H09 


UC2-NonnColon 


1141 


483266 


1719.F24.gz43_219545 


F 


M00056042B:B05 


UC2-NonnColon 


1142 


490898 


1719.G24.gz43_219546 


F 


M00056043C:G03 


UC2-NonnColon 


1143 


640603 


1719.N24.gz43_219553 


F 


M00056051D:A07 


UC2-NonnCoion 


1144 


643510 


1720.G01.gz43_219562 


F 


M00056062D:F12 


UC2-NormColon 


1145 


645049 


1720.A02.gz43_219572 


F 


M00056054B:G05 


UC2-NormColon 


1146 


466795 


1720.C02.gz43_219574 


F 


M00056057B:D01 


UC2-NonnColoii 


1147 


14157 


1720.102.gz43_219580 


F ! 


M00056066B:H04 


UC2-NormColon 


1148 


558494 


1720.A04.gz43_219604 


F 


M00056054C:C09 


UC2-NormColon 


1149 


644927 


1720.C04.gz43_219606 


F 


M00056057B:E12 


UC2-NormColon 


1150 


648688 


1720.C05.gz43_219622 


F 


M00056057C:B02 


UC2-NormColon 


1151 


454906 


1720.A06.gz43_219636 


F 


M00056054C.E12 


UC2-NormColon 


1152 


644597 | 


1720.D06.gz43_219639 


F 


M00056059A:A02 


UC2-NormColon 


1153 


460047 


1720.K06.gz43_219646 


F 


M00056069A:F01 


UC2-NoimColon 


1154 


62053 


1720.C08.gz43_219670 


F 


M00056057C:D06 


UC2-NormColon 


1155 


649054 


1720.D08.gz43_219671 


F 


M00056059A:B01 


UC2-NormColon 


1156 


644225 


1720.KO8.gz43_219678 


F 


M00056069A:F06 


UC2-NormColon 


1157 


447635. 


1720.C09.gz43_219686 


F 


M00056057C:E01 


UC2-NormColon 


1158 


642166 | 


1720.E10.gz43_219704 


F 


M00056060D:H11 


UC2-NormColon 


1159 


473007 


1720.Dll.gz43_219719 


F 


M00056059B:D10 


UC2-NonnColoii 


1160 


551181 


1720.Mll.gz43_219728 


F 


M00056072B:C06 


UC2-NormColon 


1161 


644928 


1720.C12.gz43_219734 


F 


M00056057C:E12 


UC2-NormColan 


1162 


644916 


1720.E12.gz43_2 19736 


F 


M00056061A:E05 


UC2-NormColon 


1163 


644701 


1720.L12.gz43_219743 


F 


M00056070C:B09 


UC2-NormColon 


1164 


487567 


1720.O12.gz43_219746 


F 


M00056074C:H08 


UC2-NoimColon 


1165 


641801 


1720.E13.gz43_219752 


F 


M00056061B:A03 


UC2-NormColon 


1166 


651108 


1720.O13.gz43_219762 


F 


M00056074C:H09 


UC2-NormColon 


1167 


447676 


1720.A14.gz43_219764 


F 


M00056055A:E04 


UC2-NormColon 


1168 


645076 


1720.K14.gz43_219774 


F 


M00056069B:E04 


UC2-NormColon 


1169 


641469 


1720.C15.gz43_219782 


F 


M00056057D:E11 


UC2-NormColon 


1170 


375577 


1720.G15.gz43_219786 


F 


M00056063C:F10 


UC2-NormColon 


1171 


558154 


1720.C16.gz43_219798 


F 


M00056058A:B07 


UC2-NormColon 


1172 


650549 


1720.G16.gz43_219802 


F 


M00056063C:G11 


UC2-NormColon 


1173 


461351 


1720.116.gz43_219804 


F 


M00056066D:G04 


UC2-NonnColon 


1174 


640818 


1720A18.gz43_219828 


F 


M00056055B:B06 


UC2-NonnColon 


1175 


455716 


1720.118.gz43_219836 


F 


M00056067A:A12 


UC2-NormColon 


1176 


644822 


1720.J18.gz43_219837 


F 


M00056068D-.A06 


UC2-NonnColon 
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Table 2 



SEQ 
ID NO 


CLUSTER) 


SEQ NAME 


ORDEN 
T 


CLONE ID 


LIBRARY 


1177 


467780 


1720.C19.gz43_219846 


F 


M00056058x\:F08 


UC2-NormColon 


1178 


446415 


1720.F20.gz43 219865 


F 


M00056062D-D08 

ITI fl 11,1 "rfli W 


UC2-NormColon 


1179 


553923 


1720.H20.gz43 219867 


F 


M00056066A:D03 


UC2-NormColon 


1180 


645900 


1720 121 ez43 219884 


F 


M00056067BD08 


UC2-NormColon 


1181 


649364 


1720.M21.gz43 219888 


F 


M00056072DE08 


UC2-NormColon 

v\yx* X ^ VI lii Wl VU 


1182 


643348 


1720N23ez43 219921 

X # x# V iX ix*to/ , /3 A ✓ ^ mm x 


F 


M00056074BD12 


UC2-NormColon 


1183 


648654 


1731 A01 ez43 219940 


F 


M00056120CH04 


UC2-NormColon 


1184 


648547 


1731 C01 ez43 219942 


F 


M00056123BG05 


UC2-NoiniColon 


1185 


463824 


1731 101 ez43 219948 


F 


M00056133DD09 


UC2-NormColon 

WV^X< X T Willi W1VU 


1186 


648721 


1731 N01 ez43 219953 


F 


M00056140CE04 

X TX W \J v* x r v/ V^/ »X M /V/ 


UC2-NormColon 


1187 


648481 


1731 O01 ez43 219954 


F 


M00056142AF03 


UC2-NormColOxi 


1188 


644037 


1731A02ez43 219956 


F 


M00056120DF01 

ATI W Wto/ V/ X *X V X 


UC2-NonnColon 


1189 


635354 

vj *j *j *j i 


1731 H02 ez43 219963 


F 


M00056132BC12 

XT XV V/ V/ — ' VJ X w-< f >XV , X A« 


UC2-NormColon 


1190 


711493 


1731 J02 ez43 219965 


F 


M00056134DG07 


UC2-NormColon 

U V« 1 1 Vl ill V/ vl uu 


1191 


648742 


1731L02ez43 219967 


F 


M00056137DH05 


UC2-NonnColon 


1192 


476380 


1731 F03 ez43 219977 


F 


M00056129CF09 

XTX V V/ \J —/ \J X £a ✓ v.* » X V ✓ 


UC2-NormColon 

V/ V/^ 11 VllilvVxVll 


1193 


649617 


1731J03ez43 219981 


F 


M00056134DG11 


UC2-NormColon 


1194 


639555 


1731B04ez43 219989 


F 


M00056122BA07 


UC2-NormColon 

W 11U1 lllWlwll 


1 195 




1731D04^z43 219991 


F 

X 


M00056125BF01 


T ir2-Nnrmr!olon 

\J V_rX- X > VJi XXXVvv/XvXX 


1196 

X X /U 


458938 


1731L04ez43 219999 


F 


M00056138A-B11 


UC2-NonnColon 

V/ V/X« X ^ V/l lllWlwll 


1197 


453726 


1731 G05 ez43 220010 


F 


M00056131AE09 


UC2-NormColon 

V> V^Xtf X 1 V A AAA WAV^A 


1198 

X 170 


557026 


1731H06ez43 220027 


F 


M00056132CF04 


UC2-NoimColon 

V/ Vy^» 1 1 VI 111 W1V/U 


1199 


422242 


1731 D07 ez43 220039 

X # X >Jmt V / ,fjf ■ 1 ^/ f > f r\J\J mj S 


F 


M00056127AA10 

ITlu V KJ X X<# / Xa..X XXV 


UC2-NonnColoii 

VV/li X T WtlUWlVU 


1?00 

XZt\J\J 


456985 


1 73 1 E07 trz43 220040 


F 


M00056128BA07 

xvx\yvv«7\j x aiUjj.xvu i 


UC2-NonnColon 


1201 


640695 


1731 107 ez43 220044 


F 


M00056134AD04 

XvXV V V*/ V X*^ »*»..XWT^ 


UC2-NormColon 

V-/ X 1 VI 1X1 w XV/1X 


1202 


627515 

\JI+ / <J X.-J 


1731B08ez43 220053 


F 


M00056122BG09 


UC2-NormColon 

1 1 Villi VUlvll 


1203 


648341 


1731M08cz43 220064 

X / X . A»xv v/ .KXiTJ x<x.vv/vy • 


F 


M00056139DE05 

i'lv V V/J V X ✓XV . XvV«/ 


UC2-NormColon 

V V^^> X ^ VI lllWlwU 


1204 


464990 


1731A09ez43 220068 


F 


M00056121AE05 


UC2-NormColoii 


1205 


459521 


1731 J10ez43 220093 


F 


M00056135B:E03 


UC2-NormColon 


1206 


549691 


1731.L10.gz43 220095 


F 


M00056138B:F05 


UC2-NormColon 


1207 


514838 


1731.M10.gz43 220096 


F 


M00056139D.H04 


UC2-NormColon 


1208 


452738 


1731 0 10 ez43 220098 


F 


M00056142C:A09 


UC2-NormColon 


1209 


644928 


1731 Dll sz43 220103 


F 


M00056127AJI03 

ITiv v v vy x # x x *x x\/ w 


UC2-NormColon 

WAV 1 1 Villi wvlv** 


1210 


460190 

"TVV X .7 V 


1731B12ez43 220117 

X # *J X « XV l^.gbTJ Z*£*i\J XX/ 


F 


M00056122CH12 

lUVVVt/ V X r>r iV t l XXX* 


UC2-NonnColon 

V^/XV 1 1 V1111W1VU 


1211 


562378 


1731G12ez43 220122 


F 


M00056131BE01 

XTXW V«aT V/ X X 


UC2-NoiTTiColon 


1212 


647949 


1731.P12.gz43__220131 


F 


M00056144D:C05 


UC2-NormColon 


1213 


557419 


1731.B13.gz43_220133 


F 


M00056122D:B07 


UC2-NormColon 


1214 


638934 


1731.D13.gz43_220135 


F 


M00056127B:E11 


UC2-NormColon 


1215 


646785 


1731.F13.gz43_220137 


F 


M00056130B:E11 


UC2-NormColon 


1216 


647248 


1731.E14.gz43_220152 


F 


M00056128C:F02 


UC2-NormColon 


1217 


470006 


1731.I14.gz43J220156 


F 


M00056134C.C06 


UC2-NonnColoii 


1218 


648311 


1731.K14.gz43J220158 


F 


M00056137B:F07 


UC2-NonnColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


1219 


649299 


1731.F15.gz43_220169 


F 


M00056130C:C12 


UC2-NomiColon 


1220 


478393 


1731.K15.gz43_220174 


F 


M00056137B:F11 


UC2-NormColon 


1221 


647290 


1731.F16.gz43 220185 


F 


M00056130CF08 

1T1V \J w w \J A «-/ V/ V> « A wVF 


UC2-NormColon 


1222 


649735 


1731.G16.gz43 220186 


F 


M00056131C:H03 


UC2-NormColon 


1223 


646039 


1731.J16.gz43 220189 


F 


M00056135C:C05 


UC2-NormColon 

\J \m** • X l v/X XAl\s/WXV/XX 


1224 


646581 


1731 M16 ez43 220192 


F 


M00056140AF12 


UC2-NormColon 


1225 


470667 


1731.N16.gz43 220193 


F 


M00056141C:H01 


UC2-NormColon 


1226 


642650 


1731J17.gz43 220205 


F 


M00056135C:C08 


UC2-NormColon 

\-/ 11 Villi WV/lV/li. 


1227 


642275 


1731.K17.gz43 220206 


F 


M00056137CA01 

A* Aw w W \J Am/ / Iw' • * Aw A 


UC2-NormColon 


1228 


651015 


1731 .L17.gz43_220207 


F 


M00056138D:G08 


UC2-NormColon 

vy V>Av 1 1 vl All w VI VU 


1229 


642936 


173LH18.gz43_220219 


F 


M00056133B:F01 


UC2«NonnColon 

V*/ X_/^ A 1 VI *U w VAX/1* 


1230 


642204 


1731.A19.gz43 220228 


F 


M00056121D:A12 


UC2-NormColori 

V*/ ^/te i ^ v/1 iiivvivii 


1231 


557867 


1731J19.gz43_220237 


F 


M00056135C:H06 


UC2-NonnColon 


1232 


639395 

w*y +j +r +J 


1731 K19sz43 220238 


F 


M00056137CE01 


UC2-NonnColon 


1233 


645367 


1731.K20.gz43 220254 


F 


M00056137C:G02 


UC2-NormColon 


1234 


647232 


1731.L20.gz43 220255 


F 


M00056139AD12 

* TA w V/ Vr W A <m/ /iVi A^r A «^ 


UC2-NormColon 


1235 


647431 


1731 E21 ez43 220264 


F 


M00056129AG01 


UC2-NormColon 


1236 


708175 


1731 121 ez43 220268 


F 


M00056134DB07 




1237 


503122 


1731 A22 ez43 220276 


F 


M00056122AA05 


VJ V^<£r X 1 W J XXXV_/VJX\JXX 


1238 


515350 


1731 C22ez43 220278 


F 


M00056124DF06 

I'lV W«-/\-F XAtf^X^.X w 


UC2-NonnColon 


1239 


556336 


1731.F22.gz43 220281 


F 


M00056130DE06 


UC2-NonnColon 

V>VyAV 1 lUlill wVlvll 


1240 


589098 

\J S \J S \J 


1731 A23 ez43 220292 


F 


M00056122AB05 


UC2-NormColon 

VJ Vjf ^ 1 > \J1 1 1 IV-* VJXVJXX 


1241 


531461 


1731 B23 ez43 220293 


F 


M00056123BF02 


UC2-NormColon 


1242 


455808 


1731 C23 ez43 220294 


F 


M00056124DG03 


UC2-NormColon 

VJ VvX* X 1 Ul XUV^VXVFXl 


1243 


643510 


1731 D23 bz43 220295 


F 


M00056127DG10 

ITlVVVa/v Am # X^ .XJ X V 


UC2-NormColon 

VJVj<C> 1 1 tUV/ vlUU 


1244 


648996 


1731 J23 ez43 220301 


F 


M00056136AB11 


Ur2-NnrmColon 


1245 


446164 


1731 N23 ez43 220305 


F 


M00056141DE08 


UC2-NormColon 


1246 


419114 


1731 023 ez43 220306 . 


F 


M00056143AH08 

ITlvv \J \J A • A, A Aw w 


UC2-NormColon 

VJ V/ ^» X \J1 XI IV^V/XXJXX 


1247 


648076 


1731 A24 bz43 220308 


F 


M00056122AD02 


UC2-NormColon 

VJ V^Z. 1 t| V/X lit V^ V/XV/Xl 


1248 


649482 


1731.I24.gz43 220316 


F 


M00056134DF02 

I'Jlv w w V* A ^/ ily » A w AV 


UC2-NonnColon 


1249 


646323 


1732.H01.gz43 220331 


F 


M00056155B:A02 


UC2-NonnColoa 

W*# 1 1 Vl*>** w v^v** 


1250 


550714 


1732.A05.gz43 220388 


F 


M00056146A:A09 


UC2-NormColon 


1251 


649482 


1732.J05.gz43 220397 


F 


M00056158C:D11 


UC2-NormColon 


1252 


650987 


1732.J06.gz43 220413 


F 


M00056158C:F09 


UC2-NormColon 


1253 


644221 


1732.F07.gz43 220425 


F 


M00056153A:G04 


UC2-NoimColon 


1254 


647412 1 


1732.M07.gz43_220432 


F 


M00056162C:F02 


UC2-NonnColon 


1255 


416624 


1732.108.gz43_220444 


F 


M00056157A:B11 


UC2-NormColon 


1256 


644801 


1732.F09.gz43_220457 


F 


M00056153AJI07 


UC2-NormColon 


1257 


650249 


1732.G10.gz43_220474 


F 


M00056154B:F11 


UC2-NormColon 


1258 


465734 


1732.Cll.gz43_220486 


F 


M00056149C:A02 


UC2-NormCoIon 


1259 


605761 


1732.Ell.gz43_220488 


F 


M00056152A:B11 


UC2-NormColon 


1260 


649782 


1732.Mll.gz43_220496 


F 


M00056162DA01 


UC2-NormColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


1961 

1ZQ 1 


44yyjO 


1739 A 17 (Y<»zn 990500 
1 / jZ.AlZ.gZ4J_ZZUjUU 


r 


A/fnnn^ ^ i aa a *i4rto 
mu u uo o 1 40 A.xiuy 


TTP7 AJ/XTmO^il/vn 


1969 
1Z0Z 


£A79AA 
04ZZ44 


1739 T19 **tA3 99fl5ft8 
1 /jZ.llZ.gZ4J ZZUjUB 


17 


MUUUDOlD /d.AUo 


uuz-JNoniiuoioxi 


1963 


£5fi7A8 
OjU:>4o 


1717 T 17 cr*A% 99fl511 
1 / jZ.x-flZ.gZ4J_ZZUJl 1 


r 


MUUU JO 1 0 1 t/.OUO 


TTP7 XT^t-m/^^l^^ 

ucz-in onnuoion 


196A 


A A 1135 
4011JJ 


1739 1713 »tA3 99059ft 
1 /JZ.Hl J.gZ4J_ZZUJZU 


r 


1YIUUU JO 1 jZA. Uv / 


ULrZ-iN ormi^oion 


1965 
1ZOJ 


1 £AQ7 

louyz 


1737 T 13 rt-»A3 99H597 
1 /jZ.Lrl J.gZ4J_ZZUjZ/ 


r 


\Ar\r\(\<£i /ci /"Mil r\ 
MUUUJOlolC.rllU 


ucz-JNonnuoioii 


1ZOO 


0DU110 


1 737 A/T1 3 ^^3 77fl578 
1 /jZ.Ml J.gZ4J_ZZUjZo 


. r 


MUUUjoIoZJLI.DUj 


u uz-iN ontiuoion 


1967 
1ZO/ 


£«fi53A 
0jUjj4 


1737 013 r**»A3 77ft53ri 
1 /JZ.Ul J .gZ4 j_ZZUj:5U 


17 

r 


MUUU joIOjCUI 1 


u L/Z-IN ormuoion 


1 7£8 
IZOO 


04U0J4 


1777 A1/tfw/17 77H577 
1 / .5Z.A14.gZ4.3_ZZUj.3Z 


T7 

r 


MUUU j 0 1 4ox> :JbU J 


ucz-iNonnColoii 


1760 

izoy 


AA£1 9. A 


1737 T1A*fwA3 77ft5APt 
1 / jZ.I14.gZ4 J_ZZU 0 4U 


Jr 


MUUU jo 1 j /JB.rlUo 


uuz-XNonnuoioii 


1 77Pl 

iz /u 


78HA77 
JoU4/ / 


1 737 A^l A fr-y/13 99H5AA 
1 /jZ.M14.gZ4J_ J ZZUj44 


r 


MUUUjoIOZU.LIUo 


uuz-iN oniiL/Oion 


1971 
1Z/1 


A63Q66 
4Ojy0O 


1737 if 15 rr^/13 99H558 
1 / JZ.1S.1 J.gZ4j_ZZUJJO 


■c 
r 


MUUUjOlOUCr 1Z 


u uz -in ormi^oion 


1979 
1Z /Z 


£ao578 


1737 HI 5 rvr/13 99H569 
1 1 JZ.U1 j.gZ4j_ZZUJ0Z 


r 


iviuuujoioju.uuy 


u uz -in onni'Oion 


1 97*3 
1Z/J 


OjUo / / 


1737 r"1£ rv-r/13 77ft5££ 
1 /JZ.l^i0.gZ4j_ZZUJOO 


17 

r 


MUUUJOl4yL/._.lU 


u i>z-jNonncoioii 


177A 
1Z /4 


AAQ887 
44yooZ 


1737 17 1£ #yt/13 77 05 AO 

l / jz.r io.gz4j__zzujoy 


i? 
r 


MUUU JO 1 J oJo.r 1 1 


u cz -in ontiwoion 


1 775 

IZ / J 


ojuyuy 


1737 Tl£rvyA3 77H573 
1 / jZ.J 10.gZ4j_ZZUJ / J 


Jr 


muuujoi jyA.nuj 


u v>z-xn onni/Oioii 


177£ 
IZ/O 


£A5i on 

04J1UU 


1 737 TT1 A o-y/13 99H57A 
1 /JZ.xVl0.gZ4J__ZZUJ /4 


17 

r 


MUUUjO IOUL.uv JL, 


U CZ -IN OliTlv^OlOll 


1 077 
1Z / / 


AAQ8S3 


1 737 A/f 1 7 rrrA3 77H5Q7 

i / jz.ivii /.gz4j_zzujyz 


r 


1YIUUUj010jA.15 1 U 


u cz -IN onnv^oion 


1 778 
IZ/O 


jj4jo1 


1717 T1Q /ytA3 77HA7A 
1 /jZ.liy.gZ4j_ZZUOZU 


r 


IVIUUUjOIj /CJC/IU 


u uz-in omiv^oion 


1770 

iz/y 


A£7077 
40 /y /Z 


1737 T 10 fr-y/13 77H673 
1 /jZ.JUiy.gZ4J_ZZU0ZJ 


r 


Mnnn^Ai A7 a -nn^ 

MUUUjOIOZA.JoUO 


u l»z -in onn\^oion 


1 780 
IZoU 


A885Q7 
4ooJyZ 


1737 A7H ff»/13 77H678 
1 / jZ.AZU.gZ43_ZZUOZo 


XT 


1V1U U U J 0 1 40U . JL/U4 


u L/Z-in onn^oion. 


1781 
IZol 


OjIU /j 


1737 "C7fi rw/13 77HA37 
1 /jZ.IiZU.gZ4j_ZZU0JZ 


r 


MUUU JO 1 JZv^.OUo 


u l^z -in orm uoion 


1787 
1Z5Z 


r/l QOO 1 

04yyy i 


1737 1T7H rr-rA3 770£38 
1 / jZ.lS»ZU.gZ4J_ZZU0jo 


r 


MUUUjO lOUly.V/UO 


u L/Z -in ona^oion 


1 783 
IZoj 


04yy4 / 


1717 T 7ft ft-»/l3 77HA30 
1 /OZ.ljZU.gZ4J_ZZUOjy 


Jr 


A/f nnn^ ^ i £7 a ^rrio 

MUUUjO 10ZA.I^Uy 


u uz-in oniii^oioii 


178/1 
1Z54 


77/1 f\G7 

zz4uyz 


1737 "MOH rv»A3 77HAA1 
1 /JZ.INZU.gZ4j_ZZU041 


r 


MUUUjO 104A.1t.Uj 


u L/Z-in orm^oion 


IZoJ 


<£<£7A 
JJj0j4 


1777 T71 o.r.A1 77A/C<^ 
I IDA AjL 1 .gZ4 J_ZZUO J J 


•c 
r 


A^nnfk^^l A7 A »17ftQ 

MUUU 30 1 ozA.nuy 


u uz-in ornmoion 


IZoO 


o3y4oj 


1 /iz.Czz.gz4j_zzUooz 


17 

r 


MUUUjO 14yU.JrU0 


ucz-JNormuoion 


lZo/ 


040J70 


1T20 Til n.**A1 OOA/I8yl 

1 /3z.lzi.gz4j_zzUoo4 


r 


AjfAAA^^I S.1T\-TJf\Q 

MUUU jo 1 j /D.±lUo 


uuz-in ormuoion 


1 7Q8 

IZoo 


4jyZoU 


1 /3z.JzJ.gz4i_ZZUOoj 


17 

r 


MUUUjoI DyL.LI 1 


U\^Z-INOTlTlUOlOxl 


1780 

izoy 


0J44Uy 


1777 T 77 t^-vAl 77A/C87 
1 /jZ.LfZJ.gZ4j_ZZU0o / 


17 

r 


A^nnn^Ai /^7 a •vrti 
MUUUjO lOZA.rUl 


u ^z -in ormc oion 


loon 
izyu 


OjUoZU 


1777 f^1A r***A'X 77fWlO/l 
1 /3Z.\^Z4.gZ4^__ZZU0y4 


17 

r 


MUUU jO 1 jUA.xiU4 


u uz -in ormv^oioii 


1701 

izyi 


55Q7AQ 

jjyj4y 


17/11 A/lftl fvrr/17 77A77H 
1/41 .1YIU 1 .gZ43_ZZU / ZU 


r 


A^nnn^Ai 8Ar , ^pn7 

MUUUJO lo4I^.C/U / 


V UZ -IN OilTll^OlOil 


1 707 

izyz 


£5nn£7 

OjUUOJ 


17/11 nm r>-r/l7 77H777 
1/41 .LIUZ.gZ43^_ZZU /Z / 


17 


AAnnn^Ai 71 r 1 * Ana 

MUUUjO 1 / 1U.AU5 


u uz -in ormuoion 


1 703 

izyo 


/1O7057 

! 4yzy<sz 


17/11 TA7 *»^/!7 77H777 

1 /41JUZ.gZ4J_ZZU/Jj 


17 

r 


MUUUjO IoUU.JJUj 


u L/Z-in ormuoion 


1 70/1 

izy4 


jj /JjJ 


17/11 XTA7 #*^/l7 77A77/I 

1 /41.JvUZ.gZ4;5_ZZU /j4 


17 

r 


A/rftflft5£1 87 A •'DflA 
MUUUj01oZA,UU4 


u uz-in onnv^oion 


1705 

izyj 


o4y/yy 


i7/ii nrii oon7/i/c 
1/41 .vjUj .gZ43_ZZU /4o 


17 

Jt* 


MUUUjOI /jJLI.JdUj 


u uz-iNonnL/Oion 


1296 


UtOvUJ 


1741 F04&74'? 790761 


F 

X 


M00056174r*HOQ 


TJC2-NnrmPo1oTi 


1297 


1 641193 


1741.J04.gz43_220765 


F 


M00056180B:F11 


UC2-NormColon 


1298 


561856 


1741.L04.gz43_220767 


F 


M00056183B-.G11 


UC2-NonnColon 


1299 


642631 


1741.M04.gz43_220768 


F 


M00056184C.-E08 


UC2-NonnColon 


1300 


648344 


1741.P04.gz43_220771 


F 


M00056188B:E07 


UC2-NonnColon 


1301 


458085 


1741.B05.gz43_220773 


F 


M00056169C:F07 


UC2-NormColon 


1302 


394772 


1741.C06.gz43_220790 


F 


M00056170C:C09 


UC2-NormColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


OR1EN 
T 


CLONE ID 


LIBRARY 


1303 


646699 


174LE07.gz43_220808 


F 


M00056173D:C05 


UC2-NormCoIon 


1304 


593173 


1741.G07.gz43_220810 


F 


M00056176A:D06 


UC2-NormColon 


1305 


643206 


1741 .K07.gz43__2208 14 


F 


M00056182A:G11 


UC2-NormColon 


1306 


646309 


1741.M07.gz43_220816 


F 


M00056184C:H03 


UC2-NormColon 


1307 


553023 


174 1 .N07.gz43_2208 17 


F 


M00056185D:C01 


UC2-NormColon 

X 1 Villi WiVU 


1308 


649705 


174LO07.gz43_220818 


F 


M00056186D:G05 


UC2-NormColon 


1309 


555771 


1741.B08.gz43_220821 


F 


M00056169D:A03 


UC2-NormColon 


1310 


379805 


174LI08.gz43_220828 


F 


M00056179A:D12 


UC2-NormColon 

XX X^X A* J. IVIiilwVlvAA 


1311 


710362 


1741.L08.gz43_220831 


F 


M00056183C:F01 


UC2-NormColon 


1312 


650188 


1 74 1 .P08 .gz43_220835 


F 


M00056188C:D02 


UC2-NormColon 

*-> VsA* X ' villi wvlvll 


1313 


649795 


1741.A09.gz43__220836 


F 


M00056168C:A05 


UC2-NonnColon 


1314 


460506 


1741.K09.gz43 220846 


F 


M00056182B:G12 


UC2-NormColon 

XX XX A* X i Vi 111 wxvu 


1315 


502683 


1741.N09.gz43 220849 


F 


M00056185D:D06 


UC2-NormColon 


1316 


453768 


1741.F10.gz43 220857 


F j 


M00056175AA06 


UC2-NonnColon 

XX XX A* X ™ vllllwvlvll 


1317 


457272 


1741.G10.gz43 220858 


F i 


M00056176B:B05 


UC2-NoimColon 


1318 


378694 


1741.J10.gz43 220861 


f i 


M00056180D:E06 


UC2-NormColon 

V/V/a< X ^ vi ill v^v/J. vxi 


1319 


649136 


1741.Fll.gz43 220873 


F 


M00056175A:C04 


UC2-NormColon 


1320 


555655 


1741.Mll.gz43 220880 


F 


M00056184D:D06 


UC2-NomiColon 

XX W*# X X ViXilWAV/Jl 


1321 


648777 


1741.B12.gz43_220885 


F 


M00056169D:D05 


UC2-NormColon 


1322 


446289 


1741.G12.gz43_220890 


F ! 


M00056176B:E10 


UC2-NormColon 

XX XX A* X ^ Xy A 11* XhXXXIXXAA 


1323 


449452 


1741J12.gz43_220893 


F 


M00056180D:F05 


UC2-NonnColon 


1324 


648665 


1741.P12.gz43 220899 


F 


M00056188CH04 


UC2-NormColon 

XX XX A* X 1 V1U1\>\/.1\/U 


1325 


561747 


174 1 .D 14!gz43__2209 1 9 


F 


M00056172A:H06 


UC2-NormColon 


1326 


646915 


1741.E14.gz43 220920 


F 


M00056174B:D02 


UC2-NonnColon 

WAV X i V* 111 VVlvll 


1327 


648865 


1741.G14.gz43 220922 


F 


M00056176C:B11 


UC2-NonnColon 

XX XX A*- x lviuiwiuu 


1328 


639886 


174LI14.gz43_220924 


F 


M00056179B:H12 


UC2-NormColon 


1329 


183842 


1741J14ez43 220925 


F ! 


M00056180DG07 

1 fJIVvvi/ \f A V VAX ■ VI X/ 9 


UC2-NormColon 

Wl* X i villi WlVll 


1330 


469409 


1741 .K14.gz43_220926 


F 


M00056182C:F08 


UC2-NormColon 


1331 


649702 


1741.L14.gz43 220927 


F 


M00056184A:B11 


UC2-NormColon 


1332 


646581 


1741.N14.gz43 220929 


F 


M00056186A:B09 


UC2-NormColon 


1333 


638730 


1741.H15.gz43 220939 


F 


M00056178B-.A11 


UC2-NormColon 


1334 


641525 


1741 K15 ez43 220942 


F 


M00056182DA07 


UC2-NoimColon 

xsx V*# X x wl 111 Wvlvli 


1335 


650800 


1741 B16 ez43 220949 

A * ■ A • A^ A w Arfrf * \J X f X^ 


F 


M00056169DJI05 


UC2-NoimColon 


1336 


647086 


1741 E16 sz43 220952 


F 


M00056174BE02 


UC2-NormColon 

XX Xaa/A* 1 1 VI lllVvlVll 


1337 


471836 


1741 J16 sz43 220957 


F 


M00056181AB05 


UC2-NormColon 


1338 


640285 


1741.E17.gz43_220968 


F 


M00056174B:E04 


UC2-NormColon 


1339 


459923 


1741H17.gz43_220971 


F 


M00056178B:H08 


UC2-NonnColon 


1340 


452729 


1741J17.gz43_220973 


F 


M00056181A:E07 


UC2-NormColon 


1341 


209414 


1741.H18.gz43_220987 


F 


M00056178C:C02 


UC2-NormColon 


1342 


463487 


1741.L18.gz43_220991 


F 


M00056184B:D08 


UC2-NoniiColon 


1343 


645288 


1741.F19.gz43_221001 


F 


M00056175C:A10 


UC2-NonnColoii 


1344 


640514 


1741.J19.gz43 221005 


F 


M00056181B:B02 


UC2-NormColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


OR1EN 
T 


CLONE ID 


LIBRARY 


1345 


459974 


1741.K19.gz43_221006 


F 


M00056183A-B09 


UC2-NormCo1on 


1346 


465594 


1741.P19.gz43_221011 


F 


M00056189BA01 

J. TX V \J \J+J \J X \J ^ XJ .X XV/ X 




1347 


646173 


1741.C20.gz43_221014 


F 


M00056171AH01 

IviVv V«/V1 / X .a X . X X V/ x 


UC2 -Norm Colon 


1348 


I 557010 


1741.E20.gz43_221016 


F 


M00056174BH11 

ITlwuuJ V/ X # F J—/ . X XXX 


UC2-NormColon 


1349 


650146 


1741.F20.gz43_221017 


F 


M00056175CB11 


UC2-NormColon 

w VXi X 1 UX XXL W1U11 


1350 


499690 


1741.G20.gz43_221018 


F 


M00056177AD12 


UC2 -NormColon 

' x t WJ XXX\^/Vylv/XX 


1351 


584745 


1 74 1 .H20 .gz43_22 1019 


F 


M00056178CE12 

XTXW \Jm/ V X / U VtXViM 


UC2 -NormColon 


1352 


446987 


1741.L20.gz43_221023 


F 


M00056184BH08 

X TX V W*/ V/ X v 1 X^ t X XV/ u 


UC2-NormColon 

\J \-f^* X y \JX klxXt/yjxyjxx 


1353 


458683 


1 74 1 . A2 1 .gz43_22 1 028 


F 


M00056169BC02 


UC2-NormColon 

\J\s£* 1 l Wl ill v^Wl\Jll 


1354 


640922 


1741 H21 .gz43_221035 


F 


M00056178CF02 


UC2 -NormColon 


1355 


561793 


1741.J21.gz43 221037 


F 


M00056181BE11 


UC2-NormColon 

\J\s£* X 1 UAlllVy WlUi-l 


1356 


641945 


1741.021.gz43 221042 


F 


M00056188AE05 


UC2-NormColon 


1357 


645578 


1741.J22.gz43 221053 


F 


M00056181CD02 


I JC2-NormCof on 

\J \~/Xr xy\jxkii\s\Ji\Jxx 


1358 


647688 


1741 L22 cz43 221055 


F 


M00056 1 84CA09 


T ]C7 -MormOilnn 

KJ\s£* iy Villi VUlVil 


1359 


610986 


1741 G23 ez43 221066 


F 


M00056177AH01 


T JC2-NnrmColon 

^/VyA> 1> VJilllV/VJIUXl 


1360 


644053 


1741.I23.gz43 221068 


F 


M00056180BA06 


I JC2-NormCo1 on 


1361 


639132 


1741 M23 sz43 221072 


F 


M00056185BB06 


T JP2 -Norm Pnlnn 

W\W-r 1 \ v/lxllv^v/lvJxl 


1362 


642256 


1741.B24.gz43 221077 


F 


M00056170BB09 


UC2-NormCoIon 

KJ Kst* xWJX 111 U1U11 


1363 


648820 


1741F24az43 221081 

X / * X • X \ i«/ «wXv X \J Kf X 


F 


M00056175DA06 


TJC2-NoimColon 

KJ V^xV XXUllilV/UlUxl 


1364 


650975 


1741 L24 cz43 221087 


F 


M00056 1 84C C03 


IJC2-NnrmColon 

\J X 1 VI 111V_sVJ1VJ11 


1365 


644801 


1741N24ez43 221089 


F 


M00056186BH09 

iTlvVUjy x\J\J xJ ,x xxrZs 


T If 1 ? -NnrmfVilnn 

VJ V^A» IN Ullllv_^iJlVJll 


1366 


637387 


1742 G01 ez43 221098 


F 


lVluUV/JUl 70A.UV/J 


T TP? -NnrmrVilnn 

\J\u£t xt|U1111\-^J1v11 


1367 


642118 


1742 P01 ez43 221107 

X # ^X*«X W X iCJj 1 •/ XVXV X X W # 


F 


M00056212CC09 


T JC2-Nnim Col on 

w V_/Z- Xl Ul 111^ VIVO 


1368 


397363 


1742F03ez43 221129 


F 


M00056196CB03 


T JC2-Notm Colon 

*-/ V-^Z- IN VI 111 VI vu 


1369 


463168 


1742.J03.gz43 221133 


F 


M00056203DF05 


T JC2-Nnim Col on 

XJ X N VI ILxVy VI vli 


1370 


172843 


1742 M03 ez43 221136 


F 


M00056208BC10 


T TC2-NnrmCo1on 

\J X 1 VI ill V-/ VI Vxl 


1371 


570939 


1742J04ez43 221149 


F 


M00056203DH03 


UC2-NormColon 

w\»/^r XNVlXlXV/VlVXl 


1372 


463545 \ 


1742L04ez43 221151 


F 


M00056206DF07 

iTX W V*S \JX* WX-* .X W / 


UC2-NormColon 

\J V^fc* X ^| VllXXV^VXVXX 


1373 


456920 


1742.J05.gz43 221165 


F 


M00056204A:B08 


UC2-NormColon 


1374 


644916 


1742.E06.gz43 221176 


F 


M00056195CF12 


UC2-NormColon 

\J V/» X 1 VX 1UVV1V11 


1375 


559955 


1742.M06.gz43 221184 


F 


M00056208CA10 


UC2-NormColon 

U V*" 1 1 VI 111 Vy' VI VAX 


1376 


453762 


1742.B08.gz43_221205 


F 


M00056191BE08 

W X ✓ XX*' . x^ w 


UC2-NormColoii 

V/ Ac X ^ VX 111WV1V11 


1377 


640913 


1742.I08.gz43 221212 


F 


M00056201CC03 


UC2-NormColon 

A 1 VI 111^/ VxVIX 


1378 


648590 


1742F09ez43 221225 


F 


M00056196CG12 


UC2-NormColon 

KJ Kj^* X 1 VX XXX\-/VXV»1X 


1379 


470801 


1742N09ez43 221233 


F 


M00056210BC11 


UC2-NormColon 

v V-'X. XNV1111V/V1VXX 


1380 


645223 


1742.Mll.gz43_221264 


F 


M00056208D:A12 


UC2-NormColon 


1381 


649402 


1742.E12.gz43_221272 


F 


M00056195D:D07 


UC2-NormColon 


1382 


649354 


1742.N12.gz43 221281 


F 


M00056210B:E03 


UC2-NormColon 


1383 


650756 


1742.K15.gz43_221326 


F 


M00056205D:G04 


UC2-NormColon 


1384 


648754 


1742.J18.gz43_221373 


F 


M00056204C:H12 


UC2-NormColon 


1385 


645177 


1742.K19.gz43 221390 


F 


M00056206BA10 


UC2-NormColon 


1386 


507050 


1742.M19.gz43 221392 


F 


M00056209B:D02 


UC2-NonnColon 
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SEQ 
ID NO 


CLUSTER 


SEONAME 


0RIEN 
T 


CLONED) 


LIBRARY 


1787 
loo / 


646775 
0*fOZ/0 


1747 P10o?-47 7717Q5 

i /•tz.J: iy.gz*t 3__zzi373 


r ! 


M0005671 7P-P01 


u L/Z-in onxivA)ion 


1788 


574166 
J /*tlOO 


1747 H01 0747 771487 

1 /H3..T1.V J..gZ*t3 iZlHOJ 


r j 


1U00056777 A -HI 0 
IVIU U U D OZZ j/\ . 1/ 1 U 


U l»/Z-JN 0IulvX)10Il 


1 780 

i joy 


640700 
041? /U7 


1747 W07 tyr47 771515 
1 /43 .XIUj .gZ43_ZZ 1 J 1 J 


r 


A4"00056777 A -M07 

iviuuuDOZZ j/i.nu / 


u\-/Z-i\onnwoioii 


17Q0 


648155 
OHO 1 3 J 


1 747 P04 »t47 77 1 576 

1 / £ 43.VAJ < T.gZH3_ZZl JZO 




1U000567 1 7AH1 1 


TTP7 XTorm P r\\ r\r\ 

uv^z-iNonuv^oion 


17Q1 


578718 ( 

D /o /lo- 


1 747 1<T04 *rz47 77 1 574 
1 /**.>. JVLFH .gZ*f 3_ZZ1 3JH 1 


r 


M000567771Y A 07 
1Y1UUU J OZZ /i/.AUZ 


TTP7 "MArrttP/il/N** 

u v^z -in orrnv^oion 


1707 

1J7Z 


64Q777 
Ot7Z /Z 


1 747 "NI04 tr^47 77 1 577 

1 /*r3..LNU'T.gZ*T3 ZZlJj/ 


X? 


M00056777P«F06 

1V1UUU J OZjZL . .DUO 


f TP7 XT/\rt-n P r\] r\r\ 

u v^z-iNonn^oion 


1 7Q7 


64875 1 i 
04533 1 


1747 Ti05 ctt47 771547 
1 /*f3.UUJ.gZ43_ZZl J43 


r 


M0005671 8P-P07 
IVIUUUjOZ J. OV^.v^UZ 


TTP7 \Umi Pr\1 rvn 


1 7Q4 


618670 

oioo/u 


1 747 T06 »*47 77 1 564 
1 /*tJ.lU0.gZ43_ZZl 30*t 


r 


A400056775P*A 1 1 
1Y1UUU JOZZJU./\I 1 


TTP7 M/vrm PrJ/vn 


1705 


706745 
/U0Z43 


1 747 P07 o-y47 77 1 5 87 
1 / Hj .rU f .gZ4 3_ZZ 1 J o / 


T7 

r 


M00056776A*r^17 
1VIUUU J OZ J OA.U1 Z 


f TP7 MnrmPnlnn 


1706 

1370 


678807 
OJOOU/ 


1747 AOS ot47 771588 


r 


M000567 1 4"R'Hn7 


T TP7 JMorm Polnn 


1 7Q7 
i 37 / 


30Z3 37 


1747 PH0 ct>t47 771A06 


r 


M000567 1 7R-rr07 


T TP7 JNL'vrrYi Pnl r\r\ 


1708 
1375 


447807 
44 / OTZ 


1 747 JCnQ ot47 771614 
1 /** J. J\AJy . gZH J _zz ioih- 


r 


M00056778A-A07 


T TP 7 -\Tnrm Pnl nrs 


170Q 

1377 


507417 
3UZ41 3 


1 747 "WOO ctt47 771617 
i / t fj.i>iuy.gz £ fj_zzioi / 


r 


Mfl0056779TVr0R 

IViUUU-? OZ^ZJL^.^UO 


T TP7 -Mnrm Pnl nn 


14AO 
14UU 


400517 

4yy3i / 


1747 Ainrrr47 771690 
1 / £ f3./\JLU.gZ4j_ZZ10ZU 


r 


M000567 1 4P* A 04 


T TP7 JMnrm Pnlnn 


1401 

14U1 


570057 
J /UU3Z 


1747 Oil rrT-47 771647 
1 /Hj.VjI l.gZHJ^ZZlOHZ 




M00056777 A -T705 
1V1U VVJ*} OZZZ/V. EvJ 


TTP7 "MnrmPnlnn 
U V/Z -IN oi ni^oion 


1 407 
14UZ 


64075 1 


1747 Mil rr-747 771648 
1 / H-J . 1V1 1 1 ,gZ4 J_ZZ 1 D*t O 


p 
r 


M00056771RF01 


T TP7 -Mnrm Pnl txn 


1407 

14U3 


650075 

03uy /3 


1 747 A 1 6 rr-y47 771716 
1 /*f3./\.10.gZ4«3_ZZl / lO 


p- 
r 


M000567 1 4H'F05 


TTP7-MnrmPn1nn 


1404 

14U4 


567675 


1 747 P 1 6 *yt47 77 1 7 1 ft 
1 /43.v^I0.gZ43_ZZl / lo 


p 
r 


M000567 1 7n«'R07 


TTP7 "Mr*rmPn1nr» 

u \jL -in onn^oioii 


1 Af\Z 

14U3 


6/lAOI X 
044yi0 


1747 T716 rr«r47 77177A 
1 /43.xS10.gZ43_ZZl /ZU 


T? 

r 


\>f00056770 A 0PTO4 
IVIUUU J 0ZZUA.XT.U4 


TTP7 "M/MTviPnlrtti 

u^z-iNonni^oioii 


14UO 


*2*27*2Q 
33 /3o 


1 7/17 T 1 6 00 1 777 
l /43.Lrl0.gZ43_ZZl I Li 


r 


1W10005677QP-P05 

jviuuu jozzyv^.r \)j 


TTP7 "NI/M»tv»Prk1r*r» 


1 /t A7 

14U/ 


04j34y 


1 7/1*2 XII 7 A1 77177Q 

1 /43.rll / .gz43_zZl /3y 


r 


\yf0OO56774T3*PO1 » 
MUUU JOZZ4I5 .r U I 


TTP7 XI/vrm PrJnn 

u \^z -jn onni^oion 


14U5 


/t< 1 /107 

4314o/ 


17/1*2 11^71 *>**A1 OOTSAC 

1 /43.JVLZl.gZ43_ZZlo0o 


p 
r 


\/100056777"R' A 1 1 
lvlUUU30Z3Zi3. Al 1 


u v^z -jn oniiv^oion 


1 Af\Ci 

1409 


44o7o0 


1 /43.CZZ.gz43_ZZlol4 


p 
r 


\yf00A567 1 ft A 1 
JVlUU0j0ZloA.kJl 1 


TTP7 MnrmpAlAtl 

uuz-JNonni^oioii 


1 A 1 A 

1410 


o4oolo 


17/1*2 —^./l O 70107/; 

1 /43.UZZ.gz43_ZZloZ0 


p 
r 


a>taaa<^07^ a -pi 7 
MUUUjOZ3jA.^IZ 


u L^z-iN ormL/Oion 


1 A 1 1 

141 1 


o4oyoy 


17/1*2 /^LT5 OOlfi^/l 

1 /43.UZ3.gz43_ZZlo34 


p" 


\/fA0O56777 A «X21 1 
MUUU JOZZ3A.U 1 1 


TTP7 XTi^i-T^iP/-»lnn 

u uz-jn onnwoioii 


1 A 1 7 

141Z 


4334 /U 


1 /43.rlZ3.gZ43_ZZlo33 


p 
r 


\400O5677/lTVX7Oft 
MUU U3 0ZZ4JLI . JtSU o 


u^z-iNonn^oioii 


1 /I 1 *2 

1413 


£/1 AAQA 

04y030 


17/17 TV/T77 rr^A7 77184A 
1 /43 .MZ3 .gZ43_ZZ 1 o4U 


p 
r 


WT00056777R-PO4 
iviUUU30Z3ZlS.^U4 


TTP7 XTr*t*mP/-»1r»« 

u^z-iNoniivyOioii 


1/11/1 
1414 


/I A 0 1 /t 7 

44Z34/ 


1747 CV1A fY-r/17 77 185A 
1 /43.VjZ4.gZ43_ZZloDU 


p 


A/T00056777 A -P07 
iVLUUUJ OZZ3 A.\^U3 


TTP7 XTrttwPnlnti 


1 A 1 < 

1413 


CA <771 

043Z/1 


17/1/1 C\(\ 1 rrrrAI 771*274 

1 /44.UUl.gZ43_ZZlo /4 


■p 


\yf00O56756 A *P07 
1V1U U U J 0Z3 0 A. V/UZ 


TTP7 XT/^««Pr\1nr* 


1 A 1 X 

1410 


043o/Z 


1744 TA7 r»T47 771885 
1 /44.JUZ.gZ43 ZZlooJ 


p 


\ZT0005 6740 A «1407 

iviuuu j oz4yA.nu / 


TTP7 Mr* rm P r%\ rtn 


1 417 
141 / 


651 051 
031U31 


1744XT07 *r«y47 771880 
1 /44.1NUZ.gZ43_ZZlooy 


•p 
r 


M0005 67 54 A »P04 
IVIU U U J OZ J 4 A.r U*t 


T TP 7 JMnrtn Pnl cm 


1 /1 1 ft 

141o 


0 J 0403 


1 744 UA7 rr^47 77 1 807 
1 /44.r03.gZ43_ZZloy/ 


p 


A/T00056744 A • A 0 1 
IVIU UUJ0Z44A.AU 1 


TTP7 \Tr\rm P r»1 rm 
U CZ -IN OIIIlv^OlOIl 


1 Aid 

i4iy 


<A£71 A 

joo / iy 


17/1/1 TA*2 s+tAI 771 OA 1 

1 /44.JU3.gZ43_ZZiy01 


p 
r 


AOO 5 674012 • PH7 
MUUU J 0Z4yi3 . vAJZ 


TTP7 XTi-»iw»Pr»lriTi 


1 /17A 

14ZU 


CA ft OCA 

04isyoy 


17/1/1 X7A/1 r+^A1 771Q17 
1 /44.JiU4.gZ43_ZZiyiZ 


r 


lV^000^6747n« A 07 
MUUU30Z4Z1/.AUZ 


ITP7 XTrtrmPnln-n 


1 471 
14Z1 


70707ft 

/U3y /o 


1744 AA/J rr^47 771040 
1 /44.AU0.gZ43_ZZiy**U 


p 
r 


M0n056777t2-Fl04 
MUUUjOZj /JD.L/U4 


TTP7 "M/%*tYiPn1nn 

Uv/Z-iNonn^oioii 


1422 


650661 


1744 K07 ez43 221966 


F 


M0Q05625OC*DO5 


UC2-NonnColon 


1423 


419255 


1744.H08.gz43_221979 


F 


M00056246C-.G07 


UC2-NonnColon 


1424 


648996 


1744.M08.gz43_221984 


F 


M00056253A:F12 


UC2-NormColon 


1425 


451361 


1744.N09.gz43_222001 


F 


M00056254D.C04 


UC2-NormColon 


1426 


15296 


1744.A10.gz43_222004 


F 


M00056237C:C05 


UC2-NormColon 


1427 


649396 


1744.C10.gz43_222006 


F 


M00056240B:F08 


UC2-NormColon 


1428 


! 650860 


1744.J10.gz43_222013 


F 


M00056249C-.E06 


UC2-NonnColon 
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SEQ 
ID NO 


CLTISTFR 


SEO NAME 


ORJEN 
T 






i4zy 


o4i Jz / 


1 744 .is. 1 4 .gz4J_2Z207 8 


F 


M0005625 1B:A12 


UC2«NonnColon 


143U 


639119 


viaa A i*~ai innon 
1744.M14.gz43__222080 


F 


M00056253B:H04 


T TAA \T /t t 

UC2-NormColon 


14 J 1 


447272 


V7AA PI ? «.„y1'3 OOOAO^ 

1 744 .C 1 5 ,gz43_222086 


F 


> jtf\/\r\C /A A AT\.T TAT 

M00056240D:H07 


UC2-NormColon 


14J2 


452646 


1 *1 A A VIC - A O ^OAArt^ 

1744.K15.gz43_222094 


F 


X XAAAf /Af 1 TT\ T"*AT 

M00056251B:B07 


UC2-NormColon 


1433 


637387 


1 T /I >l i|A AAA1AA 

1 744.G1 7.gz43_222 122 


F 


M00056246A:E01 


T TAA X T /» • 

UC2-NormColon 


1434 


162981 


1 *1 A A TT1 ^ AAAIA^ 

1744.H17.gz43_222123 


F 


-» rr\/\/\r /Ail A T> A A 

M00056247A:D02 


UC2-NormColon 


1435 


457221 


1 *1 A A TT1 O ^ >tA T> A 1 OA 

1 744 .HI 8 .gz43_222 139 


F 


X TAAAf y'A iT A T>AA 

M00056247A:F07 


UC2-NormColon 


1 A1£ 

1436 


703217 


1 744 . M 1 8 .gz43_222 1 44 


F 


»/AAAf /Af AAl AAi 

M00056253C:C04 


X T/AA X T /t 1 

UC2-NonnColon 


1 A *>T 

1437 


559324 


1 n i i XT1 O A A AAA 1 A f 

1 744 .N 1 8 .gz43_222 145 


F 


M00056255B:F09 


T TA/1 X T /! t 

UC2-NoimColon 


1438 


TATvl OA 

707483 


1A|ii 1 1 A A*\ iA 

1744.A19.gz43_222148 


F 


■» fAAAf /AA OA A AA 

M00056238A:A03 


TT/1A "X T /l 1 

UC2-NormColon 


1439 


a f a r\c\ t 

464091 | 


1744.P19.gz43222163 


F 


ifAAA^/A^ft A Alt 

M00056258A:A11 


TT/*(A X T /! t 

UC2-NormColon 


1 A A A 

1440 


645472 


1 1 A A XT1A y A O^AtTT 

1 744.N20.gz43_222 1 77 


F 


X lAAAf ifAff f*.A—lf\A 

M00056255C:C04 


UC2-NormColon 


1 A A 1 

1441 


/f AA1 O 

650018 


1 TA A TT11 _ /1 1 riAAl OT 

1 744.H2 1 .gz43_222 1 87 


F 


M00056247B:C11 


UC2-NormColon 


1 A A*> 

1442 


/f 1 AHM 

651073 


1 T vl A PA1 iA AAAAAA 

1744.E22.gz43_222200 


F 


Tt/TAAAf /AilAO -| /\ 

M00056243C:G10 


X T/1 A XT /I 1 

UC2-NormColon 


1443 


641874 


1 744 . M23 .gz43_222224 


F 


X f'A AA^ y'A f y"lAA 

M00056253D.G04 


UC2-NonnColoii 


1 A A A 

1444 


/ i AA^A 

610269 


1744.P23 .gz43222227 


F 


lk/AAAf /"Af O A T -1 1 A 

M00056258A:E10 


T T/^A XT /t 1 

UC2-NormColon 


1 A A C 

1445 


650463 


1744.F24.gz43_222233 


F 


AvTAAAC^Aif A .T"\ 1 t 

M00056245A:D1 1 


UC2-NormColon 


1446 


r c r\c\ i r\ 

650919 


ITAA TaA 1 0 aaa^a/ 

1 744 .124.gz43_22223 6 


F 


x fAAAf /'A iA A .T7 ■■ i 

M00056249A:F1 1 


T Trf^A XT /"» 1 

UC2-NonnColon 


1447 


586794 


1 n J i fr r\ A _ iA AAA A AO 

1744.K24.gz43_222238 


F 


X fAAAf /AC t TTAi 

M00056251C:H04 


TT/^A XT 1 

UC2-NormColon 


1 A A O 

1448 


642200 


i an t^ - a A - aa aiaata 

1753.K02.gz43_222270 


F 


X /AAA f /An A . A AT 

M00056273A.A07 


UC2-NormColon 


1449 


/" if AT 1 

645271 » 


inf a /~*f\~> iA A<*1 A Ann 

1 753 .C03 .gz43_222278 


F 


lkfAAAf /"A/l A 1 A 

M00056261A:F12 


UC2-NonnColon 


1450 


f A01 /""A ? 

528162 ; 


i taa itA aaa^ai 

1753 . J 04 .gz43_2223 0 1 


F 


X lAAAf /AT 1 A.AA/" 

M00056271C:C06 


TT/^A XT /~» 1 

UC2-NormColon 


1451 


/ in f r\c\ 1 

648609 ! 


1 flf A \T/\r jf*} AAA^AI 

1 753 .N05 .gz43_22232 1 


F 


x fAAAf fATTTi.AAf 

M00056277B:G05 


T T/1A XT /~t 1 

UC2-NormColon 


1452 


213 


i Tf a r>n^ _ i aaaoat 

1753.D06.gz43_222327 


F 


X fAAAf /A/ATN /—I /-\o 

M00056262D:G08 


T T/^ A XT /"I i 

UC2-NonnColon 


1453 


648063 


1 « ^ ^ f-^i-v / i *\ AAA1AO 

1753 .E06.gz43_222328 


F 


X JIAAAf /A/"iin /1AA 

M00056264B:C03 


TTAA XT /^ ■ 

UC2-NorTnColon 


1454 


647828 


1 Tf A T/*\ / it O A A AO A A 

1753I06.gz43_222332 


F 


X fAAAf /ATA A T* A A 

M00056270A:B09 


TTAA XT /^ « 

UC2-NormColon 


1455 


476380 


1 Tf A t /\/ AAAOAf 

1753.L06.gz43J222335 


F 


UfAAAf /A1iT\ T^AO 

M00056274D:E08 


TTAA XT /! 1 

UC2-NormColon 


1 A f ✓* 

1456 


649262 


1«f A im A i A ATAO A1 

1753.D10.gz43_222391 


F 


H XAAAf /A/A A T%AO 

M00056263A:D08 


T TA^ A X T I 

UC2-NormColon 


1457 


648590 


1 HPA A 1 A O A i A A 

1753.A12.gz43_222420 


F 


M00056258D:H06 


X T/^A X T 1 

UC2-NormColon 


1458 


557857 


1753.112.gz43_222428 


F 


"X fA A A^ /AT A"l^ T^AA 

M00056270B:FO2 


TT/^A X T /» 1 

UC2-NormColon 


1459 


649349 


1 75 3 .P 1 3 .gz43_22245 1 


F 


*m f AAAr/AOAH T"' A A 

M00056280B:E09 


tt/ia x T y"i 1 

UC2-NonriColon 


1 A /'A 

1460 


460245 


1753.B14.gz43_222453 


F 


X /fAAAf / A K t\fy T7 1 1 

M00056260C:E11 


UC2-NormColon 


1 A /" 1 

1461 


£ A O A A A 

648442 


1753.M14.gz43_222464 


F 


» fAAAP/An/ A PAf 

M00056276A:F05 


X T/HA XT /I 1 

UC2-NormColon 


1 /t /*■> 

1462 


646609 


1 Tf O T"J If A O AAA J «A 

1753 .E15 .gz43222472 


F 


X f AAAf /A/T A T7A1 

M00056265A:E01 


TTriA XT /l^t 

UC2-NormColon 


1463 


C 1 TA 

562173 


1753.G15.gz43_222474 


F 


M00056267D:B09 


UC2-NormColon 








r 


lYlUUUDOZjyA.iiUo 


\Ir\rtn a1 aa 


1465 


486452 


1753.D17.gz43_222503 


F 


M00056263B:E10 


UC2-NormColon 


1466 


507066 


1753.M17.gz43_222512 


F 


M00056276D:B12 


UC2-NormColon 


1467 


649592 i 


1753.O18.gz43_222530 


F 


M00056279B:G06 


UC2-NonnColon 


1468 


268336 


1753.C23.gz43_222598 


F 


M00056262B:B08 


UC2-NormColon 


1469 


509202 


1753.P23.gz43_222611 


F 


M00056280D:C06 


UC2-NoimColon 


1470 


459914 


1753.A24.gz43_222612 


F 


M00056259C:E03 


UC2-NormColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


_ SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


1471 

It 1 X 


466804 


1751 T94 f>741 797690 


p 


M00056971 A-G04 




1479 


647839 


1 754 D07 0743 992797 


F 

X 


1^000^62856^01 


T IP 7 -MnrmPnlnn 


1471 


644X69 


1754 T07 0741 999712 


17 

X7 


M00056909DP06 




1474 

X*T /*T 


499587 


1754 K07 pt41 929714 


x^ 


M000562Q^r-F19 


T TP9-MnrmPn1nn 


1475 


6510^7 


1 754 M07 0741 999716 




M00056908A-H09 
iviuwu juz70AV,n.vz 


T TP 9 -Wn rm Pr»1 nn 


1476 


SS4976 


1754F10a741 999776 


r 


M00056986PlH r 08 
ivx u u t/j uz. ou^ ,n.u o 


T TP9 -MormPnlrm 
\j \->z. i\ oxiiiv^oiuxx 


1477 

I*T / / 


641 084 


1 754 Nl 0 ot41 999785 


r 


M00056900P-F06 

lVXUVJU30^7yV/.F\/0 


T TP 9 JWorm Pnl rm 
\J V/Z~1N OililWUIOIl 


1478 


646060 


1 754 FT1 9 <*741 999811 




M00056901R(t01 


T TP9 -Nnrm Pnl nn 


147Q 


646187 


1 754 1C 1 9 orAl 9998 1 4 




M000569Q6A-A07 


T TP9 -MnrmPnl rm 

KJ v>^"I>l OiXIlv>01011 


1480 


469086 


1 754 Nl 9 a^41 9998 1 7 




1U00056900D-A09 


T TP9 -Mnrm P nl nn 

Uvi"I\ OIXIIV^OIOXX 


1481 


508471 


1754 rTIQ o*41 999091 

1 /Jt.XXiy.gZt.? £.Z.£*7£0 


F 
r 


mooo569oi r*n 1 


T TP 9 -Mnrm Pnl nn 
kj v«z ~in oiinv>oiun 


1489 
l**oZ 


44Q889 


1 754 T 1 0 «rr41 999Q94 
1 /3 < r.liy.gZ'r3 Z.£,L,yL,** 


F 


A/f0005690113F09 
iviui/Vy30zy3O.FUZ 


T TP9 .Mnrm P r*1nn 


1483 


* 555QQ8 

JJJ770 


1 754 F90 o-t^I 999037 
1 /3*r..TZO.gZ*r3_ J ZZZy3 / 


F 
r 


M00056980RF05 

1V1U UU3 OZ O y F> . 131/3 


T TP9 .Mnrm Pnl nn 


1484 


410801 


1754 T70 <r?41 999041 
1 / 3*t.JZO.gZ*r3 Z.z.AJ'ti. 


F 
r 


M0005£904ft-n0£ 

1V1U U U3 OZ yHJ3 . vJVU 


T TP9 -MnrmPnlnn 


1485 


£474£9 


1754F91 o^43 999Q59 

i /3H.nzi.gz*f3_zzzy3z 


F 


1W000 5£9 87f -"HT08 


T TP9JMnrmPr*1r»n 


148£ 


£48594 

0*r03Z*t 


1754F91 or41 999051 


F 


M00056980R-F00 


T TP 9 -"NJnrm Pnl nn 
U v>Z.~l>t UXlXXwUXOxl 


1487 


4£98£5 
tt-oZo03 


1 754 M99 €»-741 999076 

1 / 3H.lVxZZ.gZHO ZZZ7 l\J 


F 


M00056908Tj-n01 

lVXvV/V/3v7^y OX^.VJV/ X 


T TP 9 -Mnrm Pnl nn 


1488 


£45844 
OH3 0*t*t 


1 754 099 o-y4l 999078 

1 /3*T.v/ZZ.gZH3^ZZ^7/0 


F 

IT 


M00056101 PT-T08 


T TP9 -Mnrm Pnl nn 


1480 


55£4Q7 


1754 P91 o*4l 999089 

1 /3 £ t.V-/Z3.gZ t f3 


F 
r 


M00056984r-A1 1 

iVXUUV/30Z.O*f\^./VX X 


T TP9 -MnrmPnlnn 

\J VyZ. IN Oi lllV^OlUiX 


i4on 

l*»yu 


4£7700 

*fo / /uy 


1754 T 93 «ry41 9990Q1 
1 / 3H. 1uZ3 .gZH3__ZZZy y 1 


F 
r 


M00056907H-R 1 0 
1V1UUU 3 oz y / U . J5 1 \J 


T TP 9 -MnrmPnlnn 


14Q1 
l*ty x 


550857 

JJ70J / 


1 754 1Y?4 cy^41 999000 
1 /3H.xvzH.gZH3^_zzzyyy 


F ! 


M00056986R-A04 


T TP9 -Mnrm Pnl nn 

KJ V^Z> ~1N Ul III wOXOXI 


IHyZ 


£51 1 1 5 

031 1 13 


1 754 "NT94 cr-741 991000 
1 / 3H.lNZH.gZ £ f3_ZZ3UUy 


F 


M00056100R-A1 1 

IV10OO30-)vUX3./\X X 


T TP 9 -Mnrm Pnl nn 

U \^^r"lNOlXllv^01011 


14Q3 

iny3 


£44660 


1755 Ti05 0-741 991070 
1/33 .U\JJ ,gZH3 ZZOU / 7 


V 
r 


M00056107 A F07 


T TP 9 -Mnrm P nl nn 


1404 


£47948 


1755 "NT05 <^41 991080 

1 /33.rNU3.gZ*t3 


F 


M00056190PT300 


T TP 9 -Mnrm Pnlnn 


14Q5 


5949£1 

3Z4-ZO 1 


1755 1306 0743 991001 
1 /33.JjUU.gZH , 3^_ZZ3Uy3 


F 
r 


M00056105A- A 09 

1V1UUO J 0-> U 3/\./\UZ, 


T TP 9 -MnrmPnlnn 
UV/Z B 1> OHIlV/UlOXl 


1406 


556444 


1755 1C06O741 991109 


F 


M00056190r*F08 


T TP9 -MnrmPnl nn 


1407 

Ity / 


610178 


1755 M08ct741 991116 


F 

XT 


M00056196PG07 


T TP9-Mnrm Pnlnn 


1408 
l*fyo 


460090 

n-ooyzy 


1755n00o-741 991154 
1 / 33. v/Uy.gZH* 3 LLDkJH 


F 


M00056111 A -F00 
ivxuv030 *j j jj\,d\jy 


T TP 9 -Mnrm Pnl nn 

U KsA l\ OXXIlVxOlOU 


14Q0 


£49960 
0*rZZOO 


1755 K"10 tr741 991166 

1 / J3.1V1 l/.gZ*r3 ZZJIOQ 


F 

F 


M00056190D-F07 

lVXOv\/JOJ 4 6Ul-/.FO / 


T TP9 -Mnrm Pnlnn 


i 500 

13UU 


£150£9 
033 OOZ 


1755 Til »«743 991180 
1 /33.11 l.gZ t f3_ZZ3 10U 


F 

F 


M00056110A-A1 1 
IVlUOv/303 iy/\./\i X 


T TP 9 -Mnrm Pnl nn 


i 5ni 


£44880 


1 75 5 R 1 4 »-743 993991 
1 / 33.D lH.gZH3^ZZ3ZZl 


F 
r 


TV/f00056105R-F0Q 
iVlUUv303U3X5.F Kjy 


T TP9 -Mnrm Pnl nn 
Uv>Z~lNOlIlivAJlOII 


1 509 
13UZ 


459075 
H3ZU /3 


1755 Ml 4 ctt41 991913 
1 733. IN l*f.gZH3__ZZ3Z33 


F 

F 


M0005£110T3P09 


T TP9-MnrmPn1 nn 
\j v^z ~in or iiiv^oioxi 


i 503 
1303 


557059 


1755 T715 (*«743 991940 
1 / 3 3. Ill 3. gZH3^ZZ3ZHv 


F 
F 


TVf0005£l 1 0 A -C 1 0 
lVlUUv;3D3 lvA.V^lo 


T TP 9 -Mnrm P nl nn 

u vyZ~rN ormv/Oioii 


1 5fM 


3oy 173 


1755 XZ\ 5 *»t43 99394£ 
1 /33.1vI3.gZH3^_ZZ3ZH0 


F 


Ayf 0005£391 A 'f^Ol 
lVxUU W3 o3 Z J/Y.VJVJ 


T7P9 MnnnPnlnn 

ulz "IN oxiiiwoion 


1 3U3 


444999 
'WfZZZ 


1 755 AA 1 £ n-y43 9939£4 
1 /33.1VllO.gZH3_ZZ3Z0'f 


F 
F 


TV/fnn05£398P«F07 
ivlUUU303Zol}.Jj«U / 


T TP9 .Mnrm Pnl nn 
U l^Z-lN OlXllL/OlOIl 


1506 


467364 


1755A17ez43 223268 


F 


M00056304A:H04 


UC2-NormColon 


1507 


446910 


1755.A18.gz43_223284 


F 


M00056304B:C05 


UC2-NormColon 


1508 


447126 


1755.M19.gz43_223312 


F 


M00056328D:B01 


UC2-NonnColon 


1509 


650639 


1755.D20.gz43_223319 


F 


M00056308A:C01 


UC2-NormColon 


1510 


641681 


1755.B22.gz43_223349 


F 


M00056305D:E08 


UC2-NormColon 


.1511 


606129 


1755.P24.gz43_223395 


F 


M00056338B:B08 


UC2-NormColon 


1512 


448412 


1766.A01.gz43_224099 


F 


M00042346A:B04 


UC2-PrimColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


isii 


485917 




x: 


A>f00H4941 9ri-rJ09 


TTP9 PnmPnlAii 


1514 


470111 




r 


M00049417R- A 1 1 


TTP9 PrimPnlnri 

uv^Z'i^ninvvUion 


1515 

1 J LJ 


481457 

*tO l*t J / 


1 766 HOI <*741 9941 18 


r 


M0004941Q A 'HOO 
iVlUUU < frZ'r J y A. U Vy 


T TP0_Prim Pnlnn 

u VyZ-Jr nniv^oi on 


1516 


448809 


1766A00a741 994997 

I / OO..flV/y.gZ*f' J__ZZ*»ZZ / 


p 


M00O49146P-rM 9 
IVlUUv/^fZ J f O v-f . VJ 1 Z 


TTP9 PrimPrtlnri 

u v>z-rnin v^oion 


1517 

X *J X 1 


477707 
*t / / / y / 


1 766 F 1 1 <r741 994905 
i /oo.x-r a j.gz*tj zztzyj 


p 

17 


M00049411PH05 


T TP9 -PritYi P/\1 rtn 


1518 


450919 

f Jl/ZlZ 


1766 T10 »t41 994105 
i /oo.iiy.gZTO_zz t tjy.} 


P 


M00049469 A «P1 9 
lVlUUUHZ < rOZ/v.r iz 


TTP9 Pri-mPrtti-i-n 


1510 


1781 


1766 T91 &741 994498 

JL /DO.JZl .gZt-J ZZttZO 


P 


M00049464 A *P06 


TTP9 Prim Pol r»n 


1590 

UZV 


447177 

*t*r I J 1 1 


1766 M99 or41 994447 


p 


M00049470RH1 1 
xviuuu*tz*T / uo.n 1 1 


T TP9-PrimPr*lnn 

u v>z~x ruiiVAJioii 


1571 


451606 


1767 H01 &t41 994400 


P 


M00049764R-R 1 0 

xVlWUU^t-Z / OtD.D lu 


T TP9 -Prim Pnl nn 


UZZ 


479101 

*T /Z1W1 


1767 D09 Q741 994511 

1 / VJ / . V/t/Z.gZ*T J ZZ*T J X J 


F 


■A/f00n49777R'R05 


T TP9-PrimPn1rkn 
U V^Z-x riiii v>oiuii 


1 591 


984586 


1767 HOI o«y41 994518 
1 ID 1 .Ul/O .gZ t tO_ZZ t tO 1 0 


p 


M000497S6R'T : 101 
lvlUUU'f Z / J 0x3 .13U 1 


TTP9 PrimPr\ln« 
U \jtL~r niilvX)10Il 


1594 

1-/Z*T 


440680 


1 767 M01 a*41 994597 


p 


M00049771 A «W1 1 
iVlUv/l/*f Z / /JA.xTll 


T TP9-PrtTr»Pr»1nn 


1 595 
1 JZJ 


44091 5 
*Hr7Zl J 


1767 A04o-741 994511 

X / O / .Al/ < t.gZ*r«3 ZZ*t J J 1 


p 


M00O495 1 5TVR 1 1 
iYlUUU*fZ J 1 J 17 .13 1 1 


TTP9 Pi-imP/Orm 


1 S96 

1JZO 


198740 

1ZO /*ry 


1 767 T04 <r741 9945 10 

1 /O / .xU*KgZ*TJ__ZZ*TJ 


p 


M00049766 A -H07 


TTp7_PrimPrk1nn 


1 597 


451089 


1767 AOS cr-741 994547 
1 / O / .Auj ,gZ10__ZZ*f./*f / 


p 


M00049 s i sr> -00 1 


TTP9 PrirwPXIrm 

u v-rZ-x nin VAJlOn 


1 598 


448951 


1767 W05 <r-y41 994554 
i / o / .nu J .gZ^r J ZZ*f JJ^ 


p 
r 


Kyf00O49764P-R 1 0 
lvlUUU*f Z / Of .13 1 U 


TTP7 PrimPrt1r*ri 

uv^z-xnniv>oion 


1 590 

i jzy 


440417 


1767 T05 0741 994556 


p 
r 


A>f 00 049 767Ti • FI09 


TTP9 PrimPnlnn 

u v>z-xriiiiv_^oi(jii 


1 510 


489876 
H 0Z0 /O 


1767 1^05 0^41 994557 
I/O / .xVUj.gZ*T.3_ZZHOJ / 


p 
r 


1V/T0004976Q'R-F 1 9 

iviuuu*tz / oyjt3.r!/iz 


TTP9 Pi-imPAlnn 


1 511 
xJJl 


481614 


1767 P06 rv^41 794565 
x /O /.VA/0.gZH\5 ZZ*f DOD 


p 
r 


JVT000497S 5 A -r>oo 


TTP9 Pr-ftviP<^1n« 

u V./Z -x nin.v_/Oioii 


1 519 


486547 


1 767 1V/106 fr-741 994575 
1 / 0 / . 1V1UO .gZH* J ZZ*f 3 / J 


p 
r 


MO 0049 77 1R «TT0 8 


TTP9 PnTYiPrklnti 


1 511 


1 70760 


1767 A 07 0^41 994^70 
1/0 / .AU/.gZ*fO_ZZ*f J /y 


p 
r 


1^0004975^^07 
IVlUUU'f Z /J Id. \s\J I 


TTP9 PrrmPrtl/in 


1514 


484611 


1 767 T08 <y«y41 994601 


p 
r 


M00049766R-rM 1 
IVlv/UUf Z / 0013.VJ1 1 


TTP9 Prim Pnl rtti 
U V^-Z -x IxulV^OlOQ 


1 515 


470851 


1767 'K'OR rv-y41 794605 
1 / 0 / .iSAJo .gZ^f j_ZZh 0U3 


p 
r 


1^00047760^^01 
lVxwU*fZ /0yv>.x3Ul 


TTP7 PrimP/\1/\n 

UV^Z -xIllilV^OIOll 


1 516 


470801 


1 767 O00 rr-r41 994617 
1 /O / .LTl/y.gZ*f J_ZZ*fOx / 


p. 


1WT00049761R»A01 
IvlUUVH Z f OJx3.AU J 


TTP7 Pri»r»P/-»lr»n 


1 517 


486459 


1 767 TOO fr-741 994690 

i /o / . juy.gZHj^zz^tozu 


p 
r 


MOO 049 768 A - WOQ 


T TP7 JPri m Pr»l nn 

ulz -x ninv^oioii 


1 518 


470868 


1767 1T0Q <fy41 994691 
1 /0/.x\.Uy.gZ*fO ZZ*rOZl 


P 

JT 


M0004976QP -R06 
iviu uu*fz / o y o . jd u o 


T TP9_PrimPr»1rir» 
U V^Z -x rlUlL'OIOxl 


1 51Q 


485880 


1767 Pin rrrdl 994690 

i / o / .V/iu.gz £ *j_zz*+ozy 


P 

r 


M00049755 A »H04 


TTP9_PritnPnlrkn 
UV^Z-xIxxxxVX)10xl 


1 540 


45651 1 


1767 Til <t«741 994659 
1 /O / . J JL 1 .gZ*K>_ZZ*r0.3Z 


p 


M00049 768R P09 
iviuuu*f z / ooi3.r uz 


T TP9 -Pri m Pnl r\n 
U V^Z-x ixlu V^OlOil 


1 541 


471411 


1767 Ol 1 it-741 994657 
1 /O / ,v/l 1 .gZtJ ZZHOJ / 


p 
r 


M00049778 A *P04 


T TP7-PritnPn1rm 

u v/Z "x riinVyOioii 


1 549 
1 J*f z 


48 1 504 


1767Pl9oy41 994661 
1 /0/.L^lZ.gZ £ f J_ZZ £ fODl 


P 
r 


M00049755R-H01 


T TP9-PrimPr»lr»n 


1541 

1 J HO 


477591 

*T / / JZ1 


1767F19ov41 994664 

1 l\J 1 .r 1Z. gZtJ_ZZ*rDO*r 


F 


M00049761Prr1 1 

IVlULf U*tZ / U 1 V-» . VJ 1 1 


T TP9 -Prim Pnlnn 


1544 


485071 


1767 T 19 0*41 994670 

1 /O /,XjlZ.gZ*TJ_ZZ*rO/l/ 


P 


M0004977 1 R -fr05 


T TP 9 -Prim Pnl nn 
U Ks£,-jr Ixxxlv^uiUxx 


1545 


480060 


1 767 Rl 1 <t^41 994676 


v 
r 


M00049751R-P08 


T TP9 -Pri m Pnl nn 
Uvi, -x IxIIlVsUiUxl 


1546 

1 J*fO 


44091 5 


1767 A14»t41 994601 
i /o /./iiH.gz £ i , j_zz < +oyi 


p 
r 


\jT0004975 1 Ti-noi 


T TP 7 PrimPnlnn 

U V^Z -x niiii^oioii 


1 547 


450551 


1767 T14 <r-r41 994600 
1 /O/.lx z r.gZ4'3_ZZ*f0yy 


p 
r 


A/T00049 766Ti • PO 5 


TTP7 Prirr> Pnlnn 
U UZ-x nixiL/OlOIl 


1548 


481057 


1767 M14 ez43 224703 


F 


M00042774BC01 


UC2-PrimColon 


1549 


449076 


1767.D15.gz43_224710 


F 


M00042757A.H07 


UC2-PrimColon 


1550 


477098 


1767.E15.gz43_224711 


F 


M00042760A:G12 


UC2-PrimColon 


1551 


482486 


1767J15.gz43_224716 


F 


M00042768C.E06 


UC2-PrimColon 


1552 


449438 


1767.K15.gz43_224717 


F 


M00042770A:D02 


UC2-PrimColon 


1553 


448260 


1767.015.gz43_224721 


F 


M00042778B:B07 


UC2-PrimColon 


1554 


453385 


1767.P15.gz43_224722 


F 


M00042779D:D04 


UC2-PrimColon 
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Table 2 



SEQ 
ID NO 


CI INTFR 

V/JUUtJ 1 IjXV, 




T 


^liVrlNCr IIS 


T TOP Apv 


i ccc 

1555 


484355 


1767.Alo.gz43_224723 


F 


M0004275 1D:F09 


UC2-PnmColon 


155b 


485882 


1767.Clo.gz43 224725 


j F 


X JTAAAylOOCCTi.TTAil 

M00042755B:H04 


UC2-PnmColon 


1 <CO 

1557 


449592 


1767.Llo.gz4i 224734 


F 


AT"A A A /♦ O OO 1 A.T7AO 

M0004277 1D:F02 


f T/tA TX * /"I 1 

UC2-PnmColon 


If ft) 

1555 


449261 


1 n fn A A 1 ^ ____itO OO AOOC 

1 767. Ml 6. gz43 224735 


F 


■* >TA A A /l OOO il T"> A A 

M00042774C:B09 


ttaa TX * 1 

UC2-PnmColon 


1 CCft 

1559 


485907 


1 O'/'O* /Ol O ill OO AOA 1 

1 767.C 1 7.gz43_22474 1 


F 


M00042755B:H11 


UC2-PnmColon 


1 C A 

1560 


A n A f OA 

474580 


l o^o? r* 1 O" >! o OO An a a 

1 767 .F 1 7 .gz43_224744 


F 


M00042761D:D12 


UC2-PnmColon 


1 C£ 1 

1561 


448152 


1'7^'7 \T1T »_>fO OOAOCO 

l767.Nl7.gz43 224752 


F 


■fc VTA A A il OOO^TN T\ A 1 

M00042776D:D01 


T TAA TX i 

UC2-PnmColon 


1562 


474823 


y n f n T\ 1 O AO OO il OC /4 

1 767.P 1 7 .gz43 224754 


F 


M00042779D:E06 


UC2-PnmColon 


1 c^o 

1563 


453024 


i n n no . A O OOAOCA 

1 767 ,E 1 8 .gz43_22475 9 


F 


Ik <C A A A /I O O/' AT"» T~" 1 O 

M00042760B:E12 


TTAA TX t~\ A 

UC2-PnmColon 


1564 


479880 


TIO — . il O OOilO^O 

1767.118 .gz43224763 


F 


X JT a a a a oo/*o A TO 1 a 

M00042767A:B 1 0 


T TAA TX i 

UC2-PnmColon 


1565 


Ann a aa 

477399 


i « r n \ti n ii *> oo ii n f cs 

1 767 .N 1 8 .gz43_224768 


F 


M00042776D:G10 


X TA1A T* ■ ^X < 

UC2-PnmColon 


1 zee 

1566 


AOS A A t 

485441 


1 nrn A 1 A O OO /I OO" 1 

1 767. A 1 9 ,gz43_22477 1 


T? 

F 


X if A A A il O O C 1 "TV . nnft 

M0004275 1D:G09 


TT/OO TX " /X 1 „ 

UC2-PnmColon 


1567 


485183 


1 n fn TX i A — A x O O y* OOO 

1 767.B 1 9.gz43 224772 


F 


"fc iTAAAilOOCO#0./0 1 /» 

M00042753C:G12 


TT/XO TX * 1 

UC2-PnmColon 


i ceo 

1568 


A CO 1 A A 

452104 


1 n/rn A1 A a o O O A OOO 

1767.C19.gz43 224773 


F 


T« JTAAAil OOC C /O. A 1 A 

M00042755C:A10 


TT/^O "IX ! ^ i~\ 1 

UC2-PnmColon 


1569 


449275 


tnyn a a/\ >i o ai^Tfii 

1 767 . A20 ,gz43 J224787 


F 


Tk *"AAA ilOO^O A AA il 

M00042752A:B04 


T T^"tO TX • /~t f 

UC2-PnmColon 


1570 


A A OO 1 O 

447218 


•t n fn t OA _ AO O O /I OAO 

1 767 .L20 .gz43 J224798 


F 


TV TAAAinTTHA.A 1 O 

M00042772C : C 1 2 


TT/XO TX * y-l -1 

UC2-PnmColon 


1571 


yfOO 1 1 A 

472119 


1 767 .N20 .gz43_224 800 


T7 

F 


A if AAA/11 OOO A .T5 1 A 

M00042777A:B 1 0 


t T/-*o TX— :l--iO -1 

UC2-PnmColon 


1572 


A OO OZ'O 

482868 


lO/TOTOI AO OOAOII 

1 767 .12 1 ,gz43_2248 1 1 


T7 

F 


> JTAAAil OO/TOTl. T71 A 

M00042767B:E 1 0 


UC2-PnmColon 


1573 


455143 


i ns~n t^oo a o ooaooa 

1767.F22.gz43_224824 


F 


"* iCAAAilOO/^O A ./OAO 

M00042762A:G02 


T T/XO TX * /O 1 

UC2-PnmColon 


1 C n A 

1574 


484964 


in/n TO O _ ilO OOytOOO 

1767.122.gz43_224827 


F 


"fc XAAAil ^t/TT) AAil 

M00042767B:G04 


TTA^O TX • yO T 

UC2-PriinColon 


1575 


448325 


i nsn txao ji o ooiinoo 

1 767.D23 .gz43_22483 8 


F 


» fAAAilAlf OIO AA^ 

M00042758B:C06 


UC2-PnmColon 


i en/ 
1576 


484987 


i n y n too a o oO/IOjIo 

1 767.123 .gz43_224843 


F 


~K FAftA J A O/'OTO riAA 

M00042767B :G09 


TT/XO TX * /X 1 

UC2-PrimColon 


1577 


4 n p nr\n 

475797 


tnyn avao iio oo/IO>ia 

1 767. 023 .gz43_224849 


F 


■m jTAAA ilOOOOTN T^ 1 1 

M00042778D:Fll 


T T/X<*\ TX * t 

UC2-PnmColon 


1578 


Annn f n 

aiiisi 


1767.P24.gz43_224866 


F | 


■» iTAAA AO OOA A TTAZf 

M00042780A:H05 


T TA1 TX * /X 1 

UC2-PnmColon 


1579 


A A OOO O 

448233 


i rjnft T\A1 AO OOCOCA 

!778.D0l.gz43_225254 


F 


"K iTA A A VI O O A O A T»TO 

M00042842 A:B 1 2 


TT/XO TX I /X 1 

UC2-PnmColon 


1580 


475111 


1778.B02.gz43_225268 


F 


X fAAA ilOOOO A T^A<^ 

M00042838A:E02 


T T/XA TX * ^X 1 

UC2-PnmColon 


1581 


449403 


1778.N02.gz43_225280 


F 


M00042859B:D06 


T Tyx/% *W% • 1 

UC2-PnmColon 


1582 


A A t\S t\ A 

449604 


1 nrmr\ /\aa j <■> OOfOAl 

1 778 . 002 .gz43_22528 1 


F 


■» Mf\f\f\ A O O /"* AT'X T^AO 

M00042860D:F02 


UC2-PnmColon 


1 coo 

1583 


A A O AO O 

447983 


1 OOTO FA" — A O OOCOOO 

1 778 .F03 .gz43_22528 8 


F 


■» r/\AA A O O A C^. A A A 

M00042845C:A09 


TT/XO TX— i /X— 1— 

UC2-PnmColon 


1584 


484091 


i nne\ ii o AO^OA^ 

1 778 . 003 ,gz43_225297 


F 


■m /rf\r\f\ An O /AT\ T^A^ 

M00042860D:F05 


UC2-PnmColon 


1585 


480900 


inno TA il >IO OO^OAO 

1778.J04.gz43_225308 


F 


"A A"AAA VlO OCO¥T /""< A 

M00042852B:C06 


T T^**0 Tl * /X 1 

UC2-PnmColon 


1586 


551811 


i nnn ~xr r\ a _ >io oojtoaa 

1778.K04.gz43_225309 


F 


A A*A AA Vl O O C >l A TO 1 1 

M00042854A:B 1 1 


T T/XA TX * — 1 — 

UC2-PnmColon 


1587 


485841 


1 OOO T AC _~ A O OOffOO^" 

1778.L05.gz43_225326 


F 


A fAAA il O O C C T*» .T TA ^ 

M00042855B:H06 


T T/XA TX * /"> 1 

UC2-PnmColon 


1588 


476256 


1 OOO /OAO A O OOCOilA 

1778 .C07.gz43_225349 


F 


X fAAA A O O O ATX .fAA 

M00042839D:F02 


T TPA TX * /X t 

UC2-PnmColon 


1589 


A A O AO O 

447983 


t OOO AO il O OOC^CI 

1778 JE07.gz43_22535 1 


F 


AjTAAAAOOAA A TX AO 

M00042844A:D02 


TTAA TX • 1 

UC2-PnmColon 


i son 


/ZJ041 


1 77« V(\l otAI 09^^<I7 


r 


IVlUUlrfZO JHA.lj'l/J 


TTf^7 Prim^Alrtn 


1591 


484789 


1778.L08.gz43_225374 


F 


M00042855C:G11 


UC2-PrimColon 


1592 


449110 


1778.L09.gz43_225390 


F 


M00042855D:A12 


UC2-PrimColon 


1593 


451368 


1778.O09.gz43_225393 


F 


M00042861A:F04 


UC2-PrimColon 


1594 


449521 


1778.P09.gz43_225394 


F 


M00042862C:E02 


UC2-PrirnColon 


1595 


727875 


1778.G10.gz43_225401 


F 


M00042847A:F04 


UC2-PrimColon 


1596 


449273 


1778.111.gz43_225419 


F 


M00042851A:B08 


UC2-PrimColon 
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Table 2 



SEQ 
ED NO 


CLUSTER 


SEONAME 

U/U v A VITA ■ 1 


ORIEN 
T 


CLONE ID 


LIBRARY 


1 5Q7 




1778 Ml 1 97Sz19^ 
I / / O.JYII J..gZ t rJ_ZZJ*tZ.5 


V 


MOOO AO ft ^ 7P • HHA 


uoz -r^nnicoioii 


1 SQft 


451004 


1 / /0.1N1 JLgZ4->_ZZJ4Z^ 


p 


\^nr»nA9ft^0Ti-m 9 

1V1UU U'rZo J y U . 1/ 1 z 


TTP7 "Dfi-rrtfVkl/Yri 

u L-z-jr nmcoion 




/Mft73A 

44oZjO 


I77ft P17 ntA.'X 77<I/131 
1 / /o,x3IZ.gZ4.J_ZZ04jl 


T? 

r 


TVyfAfiA/17 9/l/tP • 
JVJ.UUU4Zo44^. IJU J 


u uz-JrnniL/Oioii 


i£aa 
looo 


485029 


1770 Un -.-/IQ 0O<!/f12/i 
1 / /o.xilZ.gZ4:5_ZZj4.34 


r 


A/TAAAii7 ft /f op -nni; 


UUz-JrlUllUOlOIl 


loui 


4o52/4 


I / /o.lIZ.gZ43_ZZD4JJ 


r 


\4Af\AA7ft^1 A -PI 1 


uv/Z-x*nitii^oion 


loOz 


/T/f /f 1 OA 

O44190 


T77ft T17 rt-r/lQ OO^/IQ/C 
1 / /o.JlZ.gZ4J_ZZD430 


r 


A/f AAA/17 ft A -riAQ 
JYL00u4Zo J 6 A. VjU d 


U L/Z-xTUTlUOlOn 


1603 


/Z5zo6 


T7TQ If 10 rr-r/IQ 77</1'27 

1 / /o.Js.lZ.gZ4j_ZzD4J / 


T7 

r 


MU004Zo54l5.r 05 


u LrZ-rnmuoion 


1 /ca>i 
1604 


480005 


1 77ft T 1 7 rrnAI 77S/11ft 
1 / /o\JjlZ.gZ4J_Zz543o 


r 


AyfAnAA7ft^<r\»"Dl 7 


u cz-Jr nmv^oion 


1605 


484841 


1 / /o.JVLlz.gZ4J_2254J9 


r 


A JS A A f\ /IT ft H 0 • nr\ s 
M00042o5 /U.VJOj 


UL/Z-jTiincoion 


1606 


480641 


1770 "NTIT r^rvAl OO^/MA 

1 / /8.IN12.gZ43_2z5440 


r 


A^AAA/IOO/CA A .^Al 

M00042o 60A.L/0 1 


UL2-Fnmcoion 


1 /CAT 

160/ 


481319 


1770 nn ^rr/io n / )«/i«'7 
1 / /o.U13.gZ4J_ZZ545/ 


r 


Aif AAA/l7ft/C.1fV/"YV3 
MU004ZOO It.tU 5 


TTr*0 IXi-JTviPiVl/vn 

ucz-rniiicoion 


1 /CAQ 

loOo 


Jo/0/ / 


1770 rt/J O 0^/1 /CI 

1 / /o.w4.gZ43_Zz54ol 


r 


A/fAAAA7ft/IAr , «'D1 7 
MUUU4Z o4U\^ . r> 1 Z 


u uz-Jr nmLrOion 


i /caa 
1609 


456737 


1770 T 1 A nr *A1 n^^Aid 

1 / /8.L14.gZ43_2254/0 


u 
r 


A X(\ A A>! 0 ft ^ ^Tl 'PfcA/C 

M00U42o55JL/.L/0o 


u Lz-Jrnmuoion 


1 £1 A 

1610 


479084 


1 770 AiM A ****A1 / ) / )«>171 

1 / /8.M14.gz4J_zz5471 


T? 

r 


A>rnAA>10Q<0 A • A Aft 

M0004zo5 o A. AOo 


f TOO D«**-«/^^lrt« 

uCz-jrnmuoion 


1611 


/i o A /I /CO 

484468 


1770 Alf r*rwA1 OO^/IQQ 

1 / /o.U15.gZ44_2z548y 


T? 

r 


AyTAnA/tTQ/ci c^'Tsnn 


u i^z-Jr nitivA)ion 


1 /CI o 

1612 


ylCA/CTO 

4506/3 


1770 f^1Q r+~A1 TXOC 

I / /o.do.gZ43_zz55Z5 


Jr 


A>f AAA A7 ft A 1 R 'XJA^ 


U CZ-Jrniill^OiOil 


i 1 1 
1613 


AHA s.c\n 
4/4597 


T7T0 m 0 #v^»/f2 OO^O/C 

1 / /o.Ulo.gZ43_2z552o 


U 

•T 


A/fAAA/f Tft/l'J A -PA7 
MUUU4Z54JA.iiU / 


u uz-r rinicoioii 


1 C 1 A 

1614 


4//593 


1 / /o.Hlo.gZ43_2Z55z/ 


17 

r 


A/TAA AA7 ft AATYTJA7 
1VIUUU4Z 5441-1 .rlUZ 


T Tf") PrimrAlAti 

u cz-ir niiiL/Oion 


1615 


452990 


f770 T10 #v«/1'3 00^*2 1 

1 / /o.llo.gZ4i_z25531 


r 


A/fAAAA7ft^ 1 TVT3Aft 


T TOO PrimpAlnn 

u cz-x^nirii^oion 


1 £ 1 /C 

1616 


44940 / 


1770 AIO r* n A1 T1^551 

1 / /8.Ulo.gZ43_2Z553 / 


u 
r 


A /f A A A A 7 ft £. 1 "H • T\ AO 


u v^z-ir nniVyOiOii 


1 /CI 1 

161 / 


A A Q 1 A/1 

448104 


1 / /o.t/iy.gZ4j_ZZ0D4j 


r 


AyfAAAA7ftil^ A 


ucz-iriirni^oion 


1618 


453856 


1 / /o.L/2Z.gZ43_zz5 jy\J 


p 
r 


A/f A A A47 ft P • T7 A ^ 


u ^z-r^nmvyOJLon 


1 /CI A 

i6iy 


/ITCH/IT 

475942 


1 770 13 no -v_/lQ OT^/CA/t 

1 / /5.Joz3.gZ43_2z5o04 


p 


A/f A A A/17 ft^OR'PA^ 
MU UU4Z o j y Jj . r U J 


u ^z-ir nm^/Oion 


1 /COA 

1620 


/C? AAA 1 

639991 


1 / /o.rz3.gZ43_225o0o 


p 
r 


AAAAA/17ft/l^P*T^AO 
MUUU4zo40L/.JJU5/ 


u i^z-jr nni^oion 


i zo i 
1621 


480640 


1 / /8.U23.gz43_2z5ol / 


p 
r 


Ajf AAA>l7ft/CT A -fY* 1 

JV100042oOZA.^0 1 


u \jL-y ninLA)ioii 


1 /OT 

16 22 


4 /230 / ! 


1 / /o.Cz4.gz4J_2Z5o21 


p 
r 


Avf AAA47ft/l7 A *RA4 
iVlUUU4Zo4ZA.Jt>U*f 


Uv>z -irnnii^oioii 


1623 


733806 


inoA t/\i 0 OO/CAOT 

1780.10 1 .gz43_226027 


r 


AifAAAC/CQ/CI A./^AI 

M0005 o J o 1 A. CO 1 


u uz-Jrnmuoion 


1624 


TOI 1 <A 

732150 


non "CAT #w«>l < 3 OOiCAOQ 

1 7 80 . b02 .gz43 JZ2603 9 


X7 

r 


A A A A A < /C2 ^ /CP •XJAT 

MOOU5635oCrlO / 


u cz-Jr runv^oion 


1625 


724907 


l780.K02.gz43226045 


r? 

r 


ajtaaa^/co/co a .pa/; 
M00056i6iA:U0o 


UCz-rnmuoion 


1626 


724792 


1 78 0 .L02 .gz43 22 6046 


F 


IViTAAAC/CO/C/l A .DAyl 

M00056364A:bO4 


UCz-FnimJOion 


1627 


736210 


170A O T1/CA/CO 

1780.B04.gz43_226068 


r 


■\A'AAA«/C'2<: < ar , .'Di o 
M0005o35jCJblz 


UCz-rnitityOioii 


1628 


623978 


1 780. G05 ,gz43_226089 


T7 

r 


a>taaa^/co<:a a .rno 
M0005 63 5 9 A. C08 


U Lz-rnniiyOion 


1629 


600856 


1 780 .105 .gz43_22609 1 


r 


AjfrtAn€/C2/C1 A <UA/C 

M00056361A.rlU6 


U uz-rnincoxon 


1630 


364334 


1780.K05 .gz43_226093 


T7 

r 


AyfAAH'C/C'S/CO A -"C 1 H 

M0005o363A.JblO 


U uz-ir nitiL^oion 


1631 


661194 


1 70A "nnc ^ a 1 o^^aao 

1780.P05.gz43_226098 


r 


A It A fk A C /C U /CQT2 ."LTA A 

M0005O3 6or>.rl09 


u uz-ir runL/Oion 






17R0G06O743 99610S 


F 


M00056359AF06 


UC2-PrimColon 


1633 


727129 


1780.D07.gz43_226118 


! F 


M00056355D:A05 


UC2-PrimColon 


1634 


| 560859 


1780.O07.gz43_226129 


F 


M00056367C:D06 


UC2-PrimColon 


1635 


482831 


1780.P07.gz43_226130 


F 


M00056368C:E07 


UC2-PrimColon 


1636 


503862 


! 1780.L08.gz43_226142 


F 


M00056364C:B01 


UC2-PrimColon 


1637 


| 468467 


1780.D09.gz43_226150 


F 


M00056355D:B08 


UC2-PrimColon 


1638 


594994 


1780.A10.gz43__226163 


F 


M00056352D:H02 


UC2-PrimColon 
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Table 2 



SEO 
ID NO 






T 


L/lA/TNJtl UJ 


T TRP APV 


1639 


463966 


i toa nn /i o lo^t^f 

1780.C 10.gz43_226 1 65 


F 


M00056355A:C10 


UC2-PnraColon 


1 £. A A 

1640 


471646 


1 TOA T1A _^ A O O^/im 

1 780.1 10.gz43 226171 


F 


M00056361B:E02 


UC2-PnmColon 


1 £L A 1 

1641 


TO 1 AT C 

731925 


1 780.B 1 1 .gz43_226 180 


F 


IfAAAif/Of TP\ 1 /\ 

M00056353D:D10 


UC2-PnmCoIon 


1642 


A OAAl <l 

480924 


IHOrt TV/T1 1 ^ ii"> oo^*i/\i 

1 780.M 1 1 .gz43226 191 


F 


M00056365B:G10 


UC2-PnmColon 


1643 


517298 


1 TOA Til 1 — i*) f \ t\ A 

1780.P 1 1 .gz43_226 194 


F 


M00056368D:D03 


UC2-PnmColon 


1 £ A A 

1644 


TO >l If A 

734150 


1 TOA ^_ A O OT^"0/\/\ 

1780.F12.gz43_226200 


F 


M00056358A:G05 


UC2-PnmColon 


1645 


c o ono i 

528981 


1 TO/\ TT1 A j OTs^Oi/X'* 

l780.Hl2.gz43_226202 


F 


M00056360B:D09 


UC2-PnmColon 


1646 


135364 


i no A Tin A i ^«1/1A^ 

1780.I12.gz43 226203 


F 


M00056361C:C06 


UC2-PnmColon 


1647 


511606 


1780J12.gz43_226204 


F 


M00056362C:C02 


UC2-PrimColon 


1648 


552891 


1780.K14.gz43_226237 


F 


M00056363C:C12 


UC2-PnmColon 


1649 


to/\o/\i 

730301 


1 ISA X* 1 /I A O ^.Oj A 

1780.P14.gz43_226242 


F 


M00056368D:G05 


UC2-PnmColon 


1650 


480005 


1780,H15.gz43_226250 


F 


M00056360C:B01 


UC2-PnmColon 


1651 


588959 


1 780.L 15 .gz43_226254 


F 


m At f\ f\ aw\ am a** ^ A Af*t T TrfV A 

M00056364C:H08 


UC2-PrimColon 


1652 


557029 


1780.C16.gz43_226261 


F 


M00056355B:D02 


UC2-PrimCoIon 


1653 


553244 


1780.L17.gz43_226286 


F 


M00056364D:C05 


UC2-PrimColon 


1654 


456535 


1780.O20.gz43_226337 


F 


% fAAA^^A / A A ^« -i •* 

M00056368A:C11 


UC2-PnmColon 


1655 


728774 


1780.K22.gz43_226365 


F 


M00056363D:H03 


UC2-PnmColon 


1656 


724039 


1780.E23.gz43_226375 


F 


■m AT f\ £K f\ m ^ ^ aw mm a^\ r\ ^ 

M00056357C:C06 


T TAA TV ♦ ^* 4 

UC2-PrunColon 


1657 


732144 


1780.H23.gz43_226378 


F 


M00056360D:H10 


UC2-PnmColon 


1658 


724257 


H ^ rs aT\ df^t r\ 1 A A /" i A A 

1789.G01.gz43_226409 


F 


M" aT\ g\ Af\ my 4+> 4m. mm m « 

M00056375D.D12 


T T/>A T\ • ^> 1 

UC2-PnmColon 


1659 


474346 


1 789.M0 1 .gz43_2264 1 5 


F 


M00056384C:H04 


UC2-PnmColon 


1660 


376342 


1 789 .NO 1 .gz43_2264 1 6 


F 


M00056386A:F08 


T TA1A *W> t 

UC2-PnmColon 


1661 


475682 


1789.P0 1 .gz43_2264 1 8 


F 


M00056388B:A05 


UC2-PnmColon 


1662 


734646 


l789.B02.gz43_226420 


F 


M00056370B:C10 


UC2-PnmColon 


1663 


186372 


1789.M02.gz43_226431 


F 


M00056384D:A04 


UC2-PnmColon 


1664 


736001 


1789.A03.gz43_226435 


F 


M00056369B:E03 


UC2-PnmColon 


1665 


487079 


1789.F03 .gz43_226440 


F 


M00056374C:G08 


UC2-PnmColon 


1666 


460284 


1789.H03.gz43_226442 


F 


M00056377A:C01 


UC2-PnmColon 


1667 


725274 


1 789.103 .gz43_226443 


F 


M00056377D:F08 


UC2-PnmColon 


1668 


553035 


1789.N03.gz43_226448 


F 


M00056386A:G01 


UC2-PnmColon 


1669 


724009 


1789.P03.gz43_226450 


F ! 


M00056388B:B03 


UC2-PnmColon 


1670 


568484 


1789.B04.gz43_226452 


F 


M00056370B:E07 


UC2-PnmColon 


1671 


725321 


1789.L04.gz43_226462 


F 


M00056383B:F08 


UC2-PrimColon 


1672 


731542 


1789.K05.gz43_226477 


F 


M00056382C:F11 


UC2-PrimColon 


1 673 


725448 


1789.L06.gz43_226494 


F 


^ f AAA^* /"A A«^V> ^*1AA 

M00056383B:GO8 


UC2-PnmColon 


10/4 


4jzoUO 


1 /8y.IN0o.gz43_22o49o 


r 


\if AAAC£2Q£D. A AT 


UCz-rnmUoion 


1675 


549790 


1789.L07.gz43_226510 


F 


M00056383C:E07 


UC2-PrimColon 


1676 


730660 


1789.N07.gz43_226512 


F 


M00056386BA11 


UC2-PrimColon 


1677 


503625 


1789.B08.gz43 226516 


F 


M00056370C-.F01 


UC2-PrimColon 


1678 


725381 


1789.E09.gz43_226535 


F 


M00056373D:G01 


UC2-PrimColon 


1679 


649411 


1789.G09.gz43_226537 


F 


M00056376A:C10 


UC2-PrimColon 


1680 


729993 


1789.109.gz43_226539 


F 


M00056378C:E10 


UC2-PrimColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


1681 


727523 


1789.M10.gz43_226559 


F 


M00056385A:A07 


UC2-PrimColon 


1682 


459918 


1789.N10.gz43_226560 


F 


M00056386B:D07 


UC2-PrimColon 


1683 


735649 


1789.Bll.gz43_226564 


F 


M00056370D:C06 


UC2-PrimColon 


1684 


734348 


1789.Fll.gz43_226568 


F 


M00056375A:D11 


UC2-PrimColon 


1685 


558412 


1789.01 l.gz43_226577 


F 


M00056387C:D01 


UC2-PrimColon 


1686 


724694 


1789.H12.gz43J226586 


F 


M00056377C:A01 


UC2-PrimColon 


1687 


723972 


1789J12.gz43_226588 


F 


M00056382A:A12 


UC2-PrimColon 


1688 


623408 


1789.N12.gz43_226592 


F 


M00056386B:E09 


UC2-PrimColon 


1689 


640158 


1790.F01.gz43_226792 


F 


M00056394C:D07 


UC2-PrimColon 


1690 


725095 


1790.J02.gz43_226812 


F 


M00056398C:D10 


UC2-PrimColon 


1691 


562769 


1790.O02.gz43_226817 


F 


M00056404D:G03 


UC2-PrimColon 


1692 


479851 


1790X03.gz43_226830 


F 


M00056400C:G04 


UC2-PrimColon 


1693 


481077 


1790.N03.gz43_226832 


F 


M00056403C:F02 


UC2-PrimColon 


1694 


656268 


1790.K04.gz43_226845 


F 


M00056399D:C11 


UC2-PrimColon 


1695 


724411 


1790.N04.gz43_226848 


F 


M00056403C:F03 


UC2-PrimColon 


1696 


640261 


1790.N05.gz43_226864 


F 


M00056403C:F12 


UC2-PrimColon 


1697 


426297 


1790.D07.gz43_226886 


F 


M00056392D:C05 


UC2-PrimColon 


1698 


649591 


1790.M07.gz43_226895 


F 


M00056402C:B09 


UC2-PrimColon 


1699 


729111 


1790.D08.gz43_226902 


F 


M00056392D:H02 


UC2-PrimColon 


1700 


733563 


1790.G08.gz43_226905 


F 


M00056396A:D03 


UC2-PrimColon 


1701 


729637 


1790.A10.gz43_226931 


F 


M00056389B:H03 


UC2-PrimColon 


1702 


726494 


1790.K10.gz43_226941 


F 


M00056400A:D08 


UC2-PrimColon 


1703 


724714 


1790.M10.gz43_226943 


F 


M00056402D:A01 


UC2-PrimColon 


1704 


543323 


1790.P10.gz43_226946 


F 


M00056406C:D09 


UC2-PrimColon 


1705 


556769 


1790.Bll.gz43_226948 


F 


M00056390C:B08 


UC2-PrimColon 


1706 


209 


1790.Mll.gz43_226959 


F 


M00056402D:B07 


UC2-PrimColon 


1707 


724914 


1790.B12.gz43_226964 


F 


M00056390C:C04 


UC2-PrimCoIon 


1708 


614463 


1790.D12.gz43_226966 


F 


M00056393A:G06 


UC2-PrimColon 


1709 


474981 


1790.G12.gz43__226969 


F 


M00056396A:G10 


UC2-PrimColon 


1710 


729950 


1790.L12.gz43_226974 


F 


M00056401A:F09 


UC2-PrimColo0 


1711 


640756 


1790.N12.gz43_226976 


F 


M00056404A:G03 


UC2-PrimColon 


1712 


449228 


1790.O13!gz43_226993 


F 


M00056405C:H04 


UC2-PrimColon 


1713 


423420 


1790.P13.gz43_226994 


F 


M00056406C:F12 


UC2-PrimColon 


1714 


727150 


1790.C14.gz43_226997 


F 


M00056391C:H12 


UC2-PrimColon 


1715 


503173 


1790.E14.gz43_226999 


F 


M00056394B:C11 


UC2-PrimColon 


1716 


188309 


1790.N14.gz43„227008 


F 


M00056404B:B06 


UC2-PrimColon 


1717 


448758 


1790J15.gz43_227020 


F 


M00056399B:G09 


UC2-PrimColon 


1718 


735234 


1790.L15.gz43_227022 


F 


M00056401B:B01 


UC2"PrimColon 


1719 


483147 


1790.P15.gz43_227026 


F 


M00056407A:D10 


UC2-PrimColon 


1720 


642985 


1790.G16.gz43_227033 


F 


M00056396B:E10 


UC2-PrimColon 


1721 


725451 


1790.K16.gz43_227037 


F 


M00056400A:G10 


UC2-PrimColon 


1722 


729809 


1790.P16.gz43 227042 


F 


M00056407A:G03 


UC2-PrimColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


1723 


4Q571? 

t7J / IZ 


1 790 A 1 7 <>743 227043 


F 


M00056380D-F01 


T TP9 -Pri m Pol nn 
UV/AT XUllV^VJlUXl 


1124. 


730Q48 

/ JV/7tO 


1790 017^743 997057 


x^ 


M00056405DE05 

lVlV/VJvJOtx/JX/.x-iV/j 


T TP9 -Prim Pnl nn 
u VvZ~x rxniv»/Uiuii 


1795 


457508 


1700 T18 ff743 997061 




M0005630 1 D-F06 


T TP 9 -Prim Pnl nn 

u v^z~x ixrnv-/Oioii 


1796 


41754Q 

tl /JH7 . 


1700 Ml 8 or43 997071 
x / yyj .ivx x o .gzt3 zz / vj / i 


JT 


M00056403 A -F00 


T TP9 -PritYi Pnl nn 


Mil 

X / L> 1 


795454 

/ ZJt Jt 


1700F1Qct743 797070 

1 / j7U.X_/1^7.gZ fc rJ ZZ/V//7 


r 


M00056304T3-G05 


T TP9_PrimPn1nTi 

U v^z - x ixinv>oiuii 


X /Z.O 


448817 
ttoo X / 


1700 P90 ar43 997003 


F 


A/100056309 A -F06 

xYlv uUJOj 7ZA>X I/O 


T TP9-PrimPn1nn 
U V/ Z - x XII I IV-r01UH 


1790 


79641 1 

/ ZOt X X 


1700O90<r743 997105 

X / 71/ . V/ZvJ.gZtJ ZZ / ll/J 




M00056406 A -(^09 


T TP9 -Prim Pnl nn 
U V^Z"t IxlXiV/VJivJXX 


1730 

X / Jv 


558704 
JJO / y*r 


1700 D91 ot43 997110 


17 


M00056303D- A00 


T TP9 -Prim Pnl nn 
U \vZ~Ir IXlXiV/VJlUxX 


1731 

L / J 1 


641687 

VJt lOO / 


1700 P91 ot43 997199 

1 /7U.r^l.g2 < rj ZZ/1ZZ 


r 


M00056400A-O03 


T TP9-PrimPn1nn 


1739 


733643 


1 700 N99 ar43 9971 36 

X / ~U.XNZZ.gZtj ZZ/ IjD 


F 


M00056404P-P 1 9 


T TP9-PrimPnlnn 
U \-/Z"lT njilV^VJlOJX 


1733 


593364 


1790F93q743 227144 


F 

X 


M00056305C-H03 
xvx v/ w v/«/ \jj yj \»/ .x xw j 


T TP9 -Prim Pnlnti 
vj v»/Z~ir i xiuvAJi vjii 


X / J*T 


468467 


1700M93o743 997151 


F 

x^ 


M00056403RDOO 

XVXUV/vJ OtUjX/.1Vw7 


T TP9-PrimPn1nn 


1735 

X / D J 


huz / yy 


1700 093 ot43 997153 


F 


M00056406A*F01 


T TP9-PrimPnlnn 
u v^z-x niii v^ uiun 


1736 

1 r JO 


470469 

t /V/HOZ 


1700P93»t43 997154 

1 /7U.JTZ3.gZt.j ZZ/Ut 


F 
r 


1V/T00056400 A -TIO^ 

IVXU \J \j J O t \jy A . X-f U D 


TTP9 PrimPnlnn 

u\^z-jr run v^vjivjxx 


1737 


1 1 8514 


1700D94cr743 997158 

X / ✓V/.XV.£»t.g>£/TJ Z>Z. / uo 


F 


M00056303TVP 1 9 


T TP9 -Pri m Pnl nn 

VJ V_/Z X XXlXlV^VJlVJXX 


1738 


739891 


1700F94cr743 997160 


F 


M000563 05TVR0 1 
ivxv/ v v/ -/ \j j y j ±j . jj i/ x 


TTP9-PrimPn1nn 
u v/Z~ir xxiiiv^ vJivjii 


173Q 


447999 


17Q0K94ay43 997165 

X / 7v.JvZt.gZtJ ZZ / 1UJ 


F 


M00056400OR1 1 

lYXl/vV/JOtV/UV^.JJX X 


TTP9-PrimPn1nn 

VJ vL I XUIlv/ UXVJXX 


1740 
X / w 


790770 


1700 M94 a^43 997167 

X / ^V/.IYIZt.gZt J ZZ / io / 


F 


M00056403R-O1 9 

IYX \J\J \J J \J t v J X> . VJ xz 


T TP9 -PrimPnlnn 
VJ V>Z r 1 11 1 1 wVJlVJIX 


1741 


797633 


1700 P94 ar43 997170 


F 


M00056400A-D06 

1YX\/ V/V/ J V/t U I^/V.X-/ 1/ VJ 


T TP9-PrimPnlnn 

VJ V_/Z A I XI 11 vAJlVJll 


174? 

1 #tZ 


475707 


1701 F01 ot43 997176 

X (71,rUl .gZ'rJ ZZ> / 1 / u 


F 


M00056415A-D03 

lVXV/V/U J Lft X J/l.XV V/ J 


T TP9 -PrimPnlnn 

VJ V»Z~x XXlllV-/ VJIVJXL 


1743 


648170 

UtOX /VJ 


1701 O01 0743 997177 

X / 7 1 . VJV X .gZiTJ fit/ 


F 


M00056416R-R1 1 


T TP9 -PrimPnlnn 

VJ V^Z i I XJllV^VJiVJlX 


MIA 


479684 

*T / ZVJOt 


1701 T01 a^43 997170 
i / y i .xvj x ,gzt j zz / x / y 


F 
r 


M000564 1 8 A -G0Q 

lYXv/l/ U J) vj t X O \J\J y 


T TP9 -Prim Pnlnn 


1745 


477718 i 
t / / / lo 


1701 O09 a^43 997901 
x iy i .\jwz.gztj zz / zv/x 


F 


A/f 0005 649 K07 

lYXV/UV/JVJtZ DLJ.riAJ t 


T TP9-Prim Pnl nn 
VJ VwyZ~x XllIlV^UlUll 


1746 
1 /tO 


79Q7S4 
/zy/o^f 


1701 A 03 »-z43 997903 

1 /7l ./WJO .gZ*r J ZZ / Zv J 


F 
r 


M00056400R-P 1 9 

iYXl/UU JO*tv/yi5.\^ I Z 


T TP9 -PrimPnlnn 


1 747 


409471 
HUZ'r / X 


17Q1 F03 ar/LI 997908 
X /7i.rUj .gz*t j_zz /zuo 


F 


M000^641 SR-Pl 0 


T TP7 -PrimPnlnn 

ui^z-rnini^oivjii 


. 1748 
X /to 


453769 
Hjj /oz 


1701 K"03 «t4^ 997913 

1 7 7 l.IVUJ.gZtJ ZZ / ZX J 


F 


M0005641 QTYG04 
ivxv/vju j ut i yu . vjv/t 


T TP9 -Prim Pnlnn 

u v_/Z rxii iv^oivjii 


1 74Q 
x /*ty 


5 1 11 40 


1701 lV/TO^ n-74^ 99791^ 


F 
r 


1V/T00056499R- A 08 
IVXUUUjOtZZXJ./VUo 


T TP9 -Prim Pnl nn 


1 7^n 

X / D\) 


797000 
/Z /UyU 


1701 H04 fTT4^ 997995 
X / 7 X .VJU*t.gZtJ_ZZ / ZZ J 


F 
r 


M0005641 6R-W01 
lYXUv/U-JOt X0x5.xlvi X 


TTP7 PrimPnlnn 


1 751 


5600^7 


1701 1^04 rr74Q 997990 

x / 7 x .xs.Ut .gzH- j_zz / zzy 


F 
r 


M00056490 A «P0 1 
IVXv/vv/J VJtZ U A. VJ X 


T TP9 -PrimPnlnn 
U V^Z "x iXiriV/UlUll 


X / .JZ 


797845 


1701 M04 ct43 997931 

1/71 .lVXUH.gZt J ZZ /Z J X 


F 
r 


M00056499R-C 1 9 

IVXU V/ V J \} i \jLZ,XJ . X Z 


T TP9 -PrimPnlnn 

VJ VvZ'Xt X1XX1\^/VJ1VJU 


1753 

X / J J 


649170 

OtZl /VJ 


1701 H05 a^43 997949 
1 /7l .ix\JJ .gzt J ^zz / ztz 


F 


M0005641 7RO05 

IViv/V/V/JVJt 1 t D.U\JJ 


T TP9-PrimPn1nn 
u v/Z-x rxiiiv/OiUi i 


1754 


198740 

1ZO / *r7 


1701 K05 ot43 997945 

1/71 .gzt D ^ZZ / Zt J 


F 
r 


M00056490 A C 1 9 

IYX V/U VI J VJt Z V//\ . V/ X Z 


T TP9 -PrimPnlnn 
U V^Z"Ir IXII Iv^VJlVJll 


1755 


736639 


1701 P05 <ry43 997950 
X / y X ,rUJ .gzt J ZZ / Z JU 


F 
r 


M000 5 6494H • r 0 8 

iYXVJV/v/ J VJ tZtX/ . v^U O 


T TP9 -Prim Pnl nn 

\J VvZ"X XilllV^UIUll 


1756 

X / JO 


549057 

JHZ7J / 


1701 T07 crT-41 797976 

X / 7l.JU/.gZU ZZ/Z/O 


F 
r 


M000564 1 0 A «F08 
xyxuuvjj ot x yj\,r v/o 


T TP9 -Prfm Pnl nn 

VJV^Z-X XilUV^UlUU 


1757 
x / j / 


733400 


1701 O08 cr743 997907 

X / 7 1 .VyWO.gZtJ ZZ / Z7 / 


F 
r 


M00056494AF05 
ivxuv/vj j vjtzt/\.r v/j 


T TP9 -Prfm Pnl nn 

VJ V^Z~X XXlllv^VJiVJU 


1758 


649722 


1791.O09.gz43 227313 


F 


M00056424A:F12 


UC2-PrimColon 


1759 


562137 


1791X1 Lgz43_227342 


F 


M00056421C:E06 


UC2-PrimColon 


1760 


729199 


1791.G12.gz43_227353 


F 


M00056416D:C08 


UC2-PrimColon 


1761 


730178 


1791.L12.gz43_227358 


F 


M00056421C:E12 


UC2-PrimColon 


1762 


435349 


1791.G13.gz43_227369 


F 


M00056416D:D12 


UC2-PrimColon 


1763 


723963 


1791.P13.gz43^227378 


F 


M00056425B:B02 


UC2-PrimColon 


1764 


725408 


1791.H14.gz43_227386 


F 


M00056417C:G10 


UC2-PrimColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORLEN 
T 


CLONE ID 


LIBRARY 


1765 


500253 


1791 L14ez43 227390 


F 


M00056421C-H01 


T IP9-PriTnPn1riTi 


1766 


644723 


1791N14ez43 227392 


p 


M00056423OG05 

XVX W W W J W *TA*J V> . VJ w_/ 


T TP9 -Prim Pnlnn 

Uv^Z-x IXLTlV^UIUxl 


1767 


474965 


1791 Ml 5 ez43 227407 


F 


M00056422CB10 

1VXWWW— ' W~X»X« V> .XJ X w 


T TP9 -Prim Pnl ati 


1768 


724024 


1791 N17 ez43 227440 


F 


M00056423DB06 


T TP9-PrimPn1nn 
U l^Z x I UIlXw/UlUxi 


1769 


27083 


1791 Dl 8 ez43 227446 

x # 7 j. «x^ x *j -£3 1 * •— * x*x> / i i w 


F 


M0005641 3BD07 

IVXWWWw' WT 1 JXJ.X/U / 


T TP9-Primr i r»1rin 
U\wfZ - x IxinwUlUIl 


1770 


729899 


1791 El 8 ez43 227447 

X / 7 X .Xv X U .Ul i J XsX. / I f # 


17 

A 


M00056414P-R08 

IVlV/vvJ W*T 1 TV .XXV/O 


T TP9-PrtmPr»1n« 

u v^z -x ixui v/Oion 


1771 


728986 


1791 G18£z43 227449 

1 / 7i.\JlU.g£i^J X>x* / ~t7 


X 


M0005641 6T)iT r l 0 

1Y1V wW UT X WJ-/ .XX X W 


T TP9-PrimPnlr4n 
U v>Z~x IjxiiV/UlOll 


1772 


640744 


1791A19£z43 227459 

IZ/LAl/^TJ X»X»/t.7 7 


F 

X 


M00056410A-A04 


T TP9 -Pr-imP nlnn 
UV^Z-xlXxiXV^OlOIl 


1773 


703978 


1791 Bl 9 2z43 227460 

X / 7 X »XJ X 'fjy* i**J ' • * i 1 i WW 


X 


M0005641 1RD01 

XVXV/WW JUt X XXJ.UwX 


T TP9 -PrimPnlnn 


1774 


725408 


1791 019sz43 227473 


F 

X 


M00056494P-B 1 0 

1VXW w W«7 UtxtV . JJ X W 


T TP 9 -Prim Pnlrm 


1775 


725407 


1791 H20 £z43 227482 


F 

X 


M0005641 7D-GO0 

IVlUUUJUtl /X/.VJv/7 


T TP9 -Prtm Pr\lr»n 

ui^z-x^ixui^oion. 


1776 


736507 


1791 K21 ffz43 227501 


F 


M00056490r-F08 

XVI Wv J U*Txv v V/ .X-rVO 


T TP9 -Pri m Pr»1 nn 


1777 


555359 

-J mJ *J wJ tJ 7 


1791 021 ez43 227505 

X / 7 1 . WAi X . i^Xj'T J X*X< / J UJ 


F 

X7 


M00056494P-F09 


T TP9 -P rim Pnl r\n 
U \-/Z*"ir IxlTl V>OxOxx 


1778 

x / / o 


/ xv*T / / J 


17Q1 P92 £743 997509 
i / .wz^.£^*t-j__zz / Jv7 


F 


M0005641 9P'P0R 

XVIU U V/ J Ot 1 ZXJ . 15 U O 


TTP9 P»4rMPi-tl/\r» 


1779 


724220 


1791 P92 £743 997599 

X / 7 X .1 XyX».gxVT-7 X*Xs / «J XrX. 


F 


M00n56495Ti*nnR 


T TP9 -Prim Pr*1 nn 

u v^z~xnmv^oioii 


1780 


641383 


1791 A23 az43 227593 


F 


1U000 5 64 1 0B • A 00 


T TP9 -PrimPnlnri 
U v-'Z -x IxlTlV^OlOIl 


1781 


562581 


1791 K93 £z43 997533 


F 

XT 


M00056490D- AO0 


T TP9 -PrimP/VIrm 

u v^ z x nrnv^oion 


1782 


726768 

/ X» W I \J\J 


1791 P93 £z43 297538 

1 / 7JL .X XV J ,gx1J xvx> /JJO 


F 1 

X 


M00056495D-TT0 1 


T TP9 -PrimPr»1nn 

vj v^/Z -x i miv^vjiuii 


1783 


729579 


1791 H94 £743 997546 

1 /71.XX£rT.g4i'TJ X.X, / JlU 


F 


M000564 1 8 A *O0 1 


T TP9-PrimPr*1nn 


1784 


498194 

*T70 X7t 


1791 I,24£z43 227550 

X / 7 X ,LiX< i.gbTJ xVxW.7.JW 


F ! 
r 


M00056499 A -FA7 


T TP9 -PrimPrtl rvn 
ULx ~x lllllv^UlUll 


1785 


288134 


1791 N24 £z43 227552 


F 

X 


M00056493DF1 0 


T TP9 -Prim Polnti 
VJ V>Z _ x 1 JUILVw/UlUIl 


1786 


553983 


1792 P01 £z43 227582 


F 

X 


M00056486B-G09 

IVIUUUJUtOUIJ.WWX 


T TP9 -P rim Pr»1 ati 

VJ V-/Z"x I XLL1V_/U1UX1 


1787 


724400 


1792 E03 ez43 227603 

X / ✓x.IjV/J >g£i~J xvx* / UUJ 


F 

X 


M00056433BA09 


T TP9-PrimPn1nn 
vj v_/x.~xrixiiiv_/Vjiuii 


1788 


64S476 


1799 T05 £743 997640 
x / yjj.j w~7 .gxvrj z»x. / u*tv/ 


F 


M00056470r-F04 

IV1UUV/ JU*T / 7W .XwU*T 


T TP9 -Prim P<-^lr»n 

U v^Z-rlxulvAJiOn 


1789 


556115 


1792 D06 £743 977650 


F 

X 


M00056439A-A01 

xvxw ui/Jvtj xri .twj x 


T TP9-PrtmPn1nn 
VJ VtsZ~x I illlVAJIUll 


1790 


734287 


1 792 F06 ez43 227652 

X / 7x>.X Vu.gxTJ XVxV / UJL 


X 


M00056434P-B01 


T TP9 -Prim Pol on 


1791 


725584 


1799T07p743 997671 

X / 7x.lU / .gxtJ ZVxV / w / X 


F 


M00056478P-R01 

XYlVuv«7U*t / OV-^.XXw I 


T TP9 -Pri m Pnl nn 

U V^Z "X xxuii^oion 


1792 


725006 

/ x#»7 WWW 


1 799 P07 ^743 997678 

X # 74,1 1/ / .g£*TJ x*x> / w / o 


F 


M00056486D- A 1 9 


T TP 9 -Pri mPol nn 


1793 

1 / 7-7 


731 158 


1 799 A 09 £743 9976Q5 


F 


M00056496B*rr1 9 


TTP9 PrimPnlnn 


1794 


592186 


1799 B09 £743 9976Q6 

1 / 7/>.l>V/7tg£ > tJ X-X- / W7W 


F 


M00056498 A*F1 0 


T TP9-PrimPnlnn 
VJv/Z "x I lXXXWUlUIl 


1795 


452618 ! 

~-/X» W 1 \j 


1792 M09 ez43 227707 

X f 7x,iTlU7.gx^J X>X* / / W / 


F ! 


M00056483AF10 

IVlUvuJUtO JXTL.X XV/ 


TTP9-PrtmPn1rin 


1796 
j. / 7w 


725238 


1792 G10 £743 997717 

X / 7X..VJ X W.gx/rJ X.X, / / X / 


F 


M00056476P-F05 


T TP9_PrimPr\1nn 


1797 

X / 7 / 


727948 

1 X» I 7TO 


1 792 PI 0 £z43 227796 

1 / 7x.l IW.^xtJ x.xV / / X.W 


F 
r 


M00056486D-F04 


TTP9-PrimPn1nn 
UV>Z~x XXlUV^UiUil 


1798 

J. / 70 


459Q81 


17Q9 All £743 997797 

1 /7Z./\1 1 .gZ*t Jjii / /Z/ 


F 


1^000^649^^-00^ 


TTP7 PrtmPrklnn 

U L/Z -x^niii^oioii 


1799 


710362 


1799 B11 £743 997728 

X / 7xV.XJ X X .gxt J x<Xy / r X.O 


F 

x^ 


M000 5 649 8B B0 1 

XYlwVV J wtZOJJ.XJW 1 


TTP9-PrimPnlnn 

VJ\^Z"X XXillV^UlUJX 


1800 


480005 


1792.Cll.gz43_227729 


F 


M00056429D:E02 


UC2-PrimColon 


1801 


471931 


1792.Pll.gz43_227742 


F 


M00056487A:C10 


UC2-PriinColon 


1802 


725454 


1792.H12.gz43_227750 


F 


M00056477C:G09 


UC2-PrimColon 


1803 


729584 


1792.112.gz43_227751 


F 


M00056478D:GO2 


UC2-PrimColon 


1804 


725210 


1792.N12.gz43_227756 


F 


M00056484B:E11 


UC2-PrimColon 


1805 


462687 


1792.P12.gz43_227758 


F 


M00056487A:D01 


UC2-PrimColon 


1806 


724183 


1792.M13.gz43_227771 


F 


M00056483B:E04 


UC2-PrimColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ED 


LIBRARY 


1 807 
loU / 


774700 

/Z43yu 


1707 Ml 4 »«747 797787 
i /yZ.lY114.gZ43_ZZ / / 5 / 


17' 

r 


lV/r00056487R*T704 


u^z-rnniv^oion 


1 808 
15U5 


.^47775 


1 707 Cr'\ fk avAl 777817 
1 /yZAJ10.gZ43__ZZ /51 3 


17 

r 


A/T0005A476n*T-T1 1 
JVlUUU304/OJL#.Jll 1 


U \jL~r ulnVyOlOll 


1 roq 

15Uy 


77A751 
/30 /3 1 


1707 fr17 cr^47 777870 
1 /7Z.VJI /.gZ43__ZZ/5Zy 


17 

r 


lvyTO005^477A»P1 1 
1V1UUU304/ //\.Jt>il 


u i^z-rnrnLXjiOn 


i ft i o 

151U 


7757/18 
/Z3345 


1707 PI 7 rrr47 777878 
1 /yZ.r 1 /.gZ43_ZZ/535 


r 


A/f0005^487 A -T7A5 


u uz -Jr nmuoion 


181 1 
loll 


481 ^G4 
4513y4 


1707 T 18 *yt47 70785O 
1 /yZ.L/15.gZ43_ZZ/53v 


r 


A/1O0O5A487R-P1 1 
JV1UUUJ045ZI3.131 1 


u L/Z-x^nmuoion 


151Z 


A7570Q 

o/3zyy 


1 707 XT1 8 rY-r47 7*57857 
1 /yZ.iN 15.gZ43__ZZ /53Z 




AiTOO 0 5 £4 8 4TI *n0 1 
JVIUUU 304O4JJ.JJU 1 


TTP7 Primr , rttrt« 


1 811 
1513 


77464.5 
/ 34 040 


1 707 If 1 Q rr-747 777865 

1 / yz. jv 1 y. gz4 3_zz / so 3 


r 


A40005^481 A»T707 
1V1UUU3040 1A.JTUZ 


TTr*7 PritviPrtl/Mi 

u v^z-jrnniLX)ioii 


181/1 
1514 


433 / 1 J 


1 707 T 70 ct«747 777887 

1 /yz.j- t zu.gz £ fj_zz /o5Z 


r 


A4O0O5^487"R*rO0 
IVIUUU J 04oZD » K^vy 


T TP7-Pri*viPrt1rtTi 


181 5 

1513 


77/11 87 


1 7Q7 A470 r*-»47 707887 
1 /yZ.lVLZU.gZ43_ZZ /553 


r 


A40005A487P*nOA 
ivlUUU304o3^.UU0 


T T/^O PnmfVilsvri 

u vyZ-r nini^oion 


181 A 
1510 


770787 
/3UZ5Z 


1707 rrr/io 777047 
1 /yZ.lvlZ4.gZ43_ZZ/y4/ 


■p 
r 


A4OO05 ^487n«PO^ 
1V1UUU J 045317 .r UO 


u v^z-jr nnii^oion 


1817 
151 / 


777006 
/33UU0 


1801 TI01 ctt47 777054 
1 5U1 .UK) 1 .gZ43^ZZ /y34 


V 


A40005^401P«R00 

iviuuu304y lu.uuy 


u L/Z -i^niiii^oioii 


1818 
1515 


7771 51 
/ 33 13 1 


1801 TOI <y«»47 777050 
1 5 U 1 . 1U 1 .gZ43 _ZZ / y 3 y 


V 

r 


A4O005A4OATVR1 7 
1V1UUU3 04y OJJ. D 1 z 


T T/^O Pi-iivtP/%1/M^ 

u ^z-riimi^oion 


1 81 O 

loiy 


7747.51 
/34Z01 


10O1 TOI r»T/il 707060 

1 oU 1 ju 1 .gz4 j__zz /you 


r 


A/f0005A407P>'n05 
MUUUj04y /\^.JJU3 


u L/Z-Jr nmuoion 


loZU 


51 /1 1/IO 

M414Z 


IOAI "LTA1 /v^/17 OOOO/CI 

1 oU 1 . Jvu 1 .gz4j_zz / yo 1 


r 


A/TAAA5^/IOQr\./^A1 

JYlUUU304y oU.CU 1 


U cz -r runi^oion 


1871 
loZl 


/fTIOUO 

4/1Z3Z 


1 Cm A/TA1 rwAI 007Q/C7 

1 oU 1 .MU 1 .gZ43_ZZ / yo J 


17 

r 


A/TAAA5£5A1 13*12 AO 

MuuujojuiD.rJuy 


u cz-r mnuoion 


1 07O 

15ZZ 


/l /l 770 5 

44/ /oj 


1 QA1 "TlAO rt-r/17 70707A 

1 oUl .UUZ.gZ43_ZZ /y /u 


r 


A4" A A A 5 £ /1 0 1 • P 1 A7 

jmuuuj o4y lo.iiuz 


U CZ-lTllIlL/01011 


loZi 


50Q050 

jzi/jJ 


ioai TAO /vn/fJ OOOAOiC 

1 oU 1 J UZ.gz4i_zz /y /o 


r 


A /T AH A 5 /I AOf , .17A 1 

jvluuuj o4y / L,:hv 1 


u cz -r nmuoion 


ioz4 


/I5 1 OOO 

4M:)53 


1 OA1 AVTAO s*-tA1 OOOAOO 

1 oU 1 ,MUZ.gz43 zz lyly 


■p 
r 


A if A A A 5 C 5 A 1 "D • O AO 
MUUU303UlX5;CU / 


UCz-rnincoion 


15Z3 


oi->yji 


1 OA! TT'A'J #»f»/IO OOOQQ'S 

1 oU 1 .IsaJJ .gz43_zz /y y 5 


u 
r 


A/f AAA5/C/1QO A • A A/f 

MUUU304yyA.AU4 


U uz-r nincoioii 


loZo 


O^ 1 OOA 

/3loZU 


1 OA1 A A/I rr^/tO OOOQO.O 

1 oUl .AU4.gz43_zz /yyy 


p 
r 


A^"AAA5^/l 07r , .T7A^ 


TTPO VrimrAUft 

u uz -Jrnmcoion 


1 877 
loZ/ 


446Q70 

44oyzo 


1801 T704 rr<r47 770007 
1 oU 1 .JbU4.gZ4 J_ZZoUU3 


T7 

r 


A/fO0O5t<407P''n0t< 
MUU 04y ZJt> . JJ UO 


u LrZ -rnmuoion 


1 COO 
loz5 


070500 


IOAI "DA/I nr^AI 0O0A1/I 

loll 1 .r U4.gz4 j_ZZoU 14 


T7 

r 


A/TAH A 5 & 5 A/1TJ ."D A 1 
MU UU J 0 J U4J3 . D U 1 


TTPO P^rviP^lrtTI 

u cz-rnmuoion 


1 coo 

lozy 


005/10/1 

/Zj4j4 


IOAI ID A 5 r*r,A1 01QA1<C 

1 oU 1 .oUj .gZ4i_ZZoU 1 0 


T? 

r 


A>TAAA5/C/IOO"D./T.l A 
JYIUU Uj 045 5U . \J 1 U 


UCZ-rnitlL/OlOIl 


i C2 a 
lo3U 


4oUoyu 


ioni nr\^ /vrr/i i oooAoi 
1 oU 1 . kjkJj .gZ4 J__ZZ5UZ 1 


■p 
r 


AifAAA5/i/!Q5 A .r*A0 

jyiuuuj o4y j a. kjjl 


u i^z-r ntnuoion 


l53l 


£1 1 £A/1 
0110U4 


10A1 TA5 /*•*/! 7 0O0AO/1 

1 oU 1 . J U3 .gZ4J_ZZoUZ4 


p 
r 


A/fO005£4O7TVr , 1 1 
MUUU304y / U.Ks 1 1 


u V/Z-±^nmuoioii 


1 817 
lo3Z 


£75051 


1 BOI T 05 rrrr47 77807A 

1 5U 1 . J-»U3 .gZ43_ZZ5UZ0 


p 
r 


A/TO0O5A50O A -r^l 7 
MU U U J 03 U U A. lj 1 Z 


Uv^z-x'niiiuoioii 


1 817 
1533 


4701 Ol 

4zyiyi 


1 0O1 T30£ «r«»47 778077 
1 5 U 1 .D U O ,gZ43_Z Z 5 U j Z 


p 
r 


A>TO0O 5 ^48 8TI -T-T04 
MUUU3045515.rlU4 


U ^Z-riliil^OlOIl 


1 874 
1534 


£401 i £ 

0W1 ID 


1801 00^ rrT47 778045 
loUl .UU0.gZ £ f3_ J ZZ5U4j 


p 


ATAAA5/;507"R«rr1 1 
MUUU303U3J3.vl 1 


uu-z-rnni\-/Oioii 


1 875 


774047 
/34U43 


1 8 1 7 W05 fT«r47 770558 
1 o 13 .HU3 .gZ43_ZZyj35 


P 
r 


A/f O0O5 £57£ A • A 04 
MUUU303 /OA.AU4 


u uz -r nuiv^oion 


1 87£ 
1530 


508710 
3U5Z1U 


1817 TO£ o-r47 770575 
15 13.1UO.gZ43_ZZyj /3 


r 


A/TO 005 (\ 5 77 A -V 1 0 
MUUU303 / //Y.r 1U 


TTr*7 PriTMprtlnTi 

u ^z-±^niii^oioii 


1877 
153 / 


1 1677 
1103Z 


1 8 1 7 fW7 rv*r47 770507 

1 5 1 3 .\J\) / .gz43_zzy jy / 


p 
r 


AyTO005A585r , «P08 
mUUU303O3^.VAP5 


u i^z-rnin^oioii 


1 878 

i030 


475757 
4/3 /3 / 


1017 TJfOO rr>r47 770^0^ 

lo l3.rlUo.gZ43_ZZyOUO 


p 
r 


A/fO0O5£57£A-PO1 
MUUUD03 /0A.IiUl 


TTP7 PriTYiP^lnn 

ucz-rniiiL.oion 


1 C2 A 

loiy 


OOAOQ 1 

/zyzol 


1010 T1A /»^/fJ O00£/IA 

1 5 1 3 J 1 U .gZ43 _zzy 04U 


p 
r 


A/fAAA5*C57QTl- A AO 

MUUU303 /oJJ.AUZ 


TTPO P«rv.fV.1™i 

Uv>z-rnmcoion 


1 84a 

154U 


777070 
/33y /U 


1 0 1 7 XT1 0 «yt47 770^44 
1 o 1 3 .IN 1 U.gZ43_ZZyo44 


p 
r 


AyT0005^584r , « A OA 
MUUUDOj 541^ J\U0 


u uz-r nnicoioii 


1541 


/Z/41U 


1017 A1"2*w*/t7 OTOAOO 

1 0 1 3 .A 1 3 .gz43_zzyo /y 


p> 
r 


A/T0005 A5 A7 A t-IO^ 
MUUUjOjO /A.HU0 


TTP7 DrimrAlriti 

u L.z-rnmcoioii 


1847 


46 5446 


1 8 1 7 T 1 3 fr741 7706Q0 


F 




T ]C7-pTTmCn\an 


1843 


511351 


1813.M13.gz43_229691 


F 


M00056583C:A05 


UC2-PrimColon 


1844 


733664 


1813.120.gz43_229799 


F 


M00056577D:F08 


UC2-PrimColon 


1845 


548893 


1813.C22.gz43_229825 


F 


M00056570A:D09 


UC2-PrimColon 


1846 


513540 


1813H22.gz43_229830 


1 F 


M00056576C:G01 


UC2-PrimColon 


1847 


725759 


1813.122.gz43_229831 


F 


M00056578A:B05 


UC2-PrimColon 


1848 


726104 


1816.C19.gz43_230929 


F 


M00056633D:E05 


UC2-PrimColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEO NAME 


ORDEN 
T 


CI ONE ID 


T TRR ARV 




4oZoOO 


1 Q1& TJIO 77ACV21 

1 o 1 o ,r» 1 y .gZ4 J_z J 0y3 1 


r 


x >ta a a c aai cr* .ua <: 
M0005oo3ou:rl05 


UL2-PnmColon 


IojU 


mm 


1 Q 1 £ T1 0 07A07C 

lolO.liy.gZ43_230y35 


TO 

r 


X/TAAAC^iC/l 1 P./^/lft 

M0005 oo4 1 U : u09 


U L2-PnmCoJon 


1531 


/2/U/o 


1Q1/C VIO a-jIO 77AA7T 

lolO.lS.iy.gZ4J__23093 / 


■p 
r 


A /f AAACiC/C/1 /!P.Dft7 

M0005oo44L:B03 


UC2-PnmColon 




T771 AQ 

/z/108 


1 O 1 C T 1Q "> 77AA7Q 

lol6.L19.gz43_230938 


r 


M00056645D:E06 


UC2-PnmColon 


1 Q^7 

1853 


736325 


18 16. B2U.gz43 230944 


F 


M00056632C:E03 


UCz-PnmColon 


1854 


TO/CO 1 Q 

/26818 


ioi/r T7A 7 77AAC7 
lolo.J20.gz43 230952 


F 


X /TAAAC^T/r illA./^Af 

M00056642D:C05 


UC2-PrimColon 


1oj3 


77/1 AOO 

/24083 


lOI/T A/TOA n„/l7 77AACC 

18 16. M2U.gz43 230955 


T? 

r 


M00056646D:E03 


UC2-PnmColon 


Iojo 


/z45o5 


lo lOJN2U.gz43_2J095o 


r 


M0005o648B:C08 


UC2-PnmColon 


lOJ / 


2U/53U 


IQI/C fY7A /v-ztO 77AQ^7 

lo lO.U2U.gZ43_230y5 / 


r 


X/TAAACiC/CCA A .'DAI 

M0005o650A:bU 1 


UC2-PnmColon 


185o 


/50//o 


1 <? 1 /C ^"'T 1 /**»/t7 T7AA<C1 

1 5 iO.UZ 1 .gZ43_230yol 


c 
r 


A >f AAAC/C/C7 /l A ./"'A/C 

M00U5oo34A:LUo 


UC2-PnmColon 




559684 


C71 rv-r/17 77AA£7 

1 o 1 0.H2 1 .gZ43 230963 


r 


*/TAftnC^^7£A.17A7 

M00056636D:F03 


UC2-PnmColon 


loOU 


7*7/C/1 A/1 


1 o 1 0 ,r>22 .gZ43_230y /0 


■c 
r 


A X A A A £ /C 7 7 .TJAO 

M00056632C:li08 


TT/^7 Tl-I.^r./** 1 J n 

UC2-PnmColon 


loOl 


A 1 Q*7 1 1 

41971 1 


lol 6.1x22. gz43_230981 


T7 

r 


TiiTAAAAr^/^7 A A .171 1 

JV100056639A:F1 1 


TT/*»7 Ti-.r ... . 1 

UC2-PnmColOii 


1 Q£7 

1862 


377935 


18 16.M22.gz43_230987 


F 


H JTAAAC /T/T/l /TTV.T7AT 

M00056646D:F07 


UC2-PrimColon 




TULA A Q 

/Z6448 


1 O 1 C, P77 rwAl 7?f\0O7 

lo lo.U23.gZ43_230993 


r 


M00056634A:vj1 1 


U L2 -PnmColon 


1864 


215249 


ioi/c ^vrr/io 77nnm 
1 8 16 Aj23 ,gz4 3_23 0997 


17 

r 


AiTftAftC^£7ft A .XJ1 7 

M00056639A:F112 


UC2-PnmColon 


1865 


i 77<777 

/ 35322 


1 O 1 £ \T70 r*~Al 771AA/1 

lo 1 6.1N23 .gz43_23 1004 


17 

r 


H /TA A A C A OTJ .17 A A 

M00056648B:b09 


UL2-PnmLolon 


1866 


7771 7r 

727175 


101/ AT3 O 771AAC 

1 8 16.U23 .gz43_23 1005 


17 

F 


JTAAA<^^CA13./^1 1 

M00056650B:C1 1 


UC2-PnmColon 


1867 


731966 


1 8 1 6.P23 .gz43_23 1006 


F 


TV K f\f\f\C S~ f C 1 T* .T? 1 1 

M00056651B:E12 


UC2-PnmColon 


1 Q£Q 

1868 


727944 


DO/I 711AAO 

1816.B24.gz43_231008 


F 


M00056632D:E02 


UC2-PnmColon 


1869 


730596 


101/ AiT^yl „ /In T51A1A 

18 16.M24.gz43 231019 


F 


M00056647A:F06 


T T/tA Tl ' /I 1 

UC2-PnmColon 


1 Q7A 

1870 


725607 


1 825.N 1 3 .gz43_23 1228 


F 


M0005 6667A: A 1 2 


T TV~*1 Tl : _1 

UC2-PnmColoii 


1 OT1 

1871 


/i c ai it 

45934 


1 825 .P 1 3 .gz43_23 123 0 


F 


X iTAAAC/r^"0*A A AA^ 

M00056670A:G02 


UC2-PnmColon 


1872 


484987 


1825.F14.gz43_231236 


F 


m jTAAA C S S C & A T-» 1 1 

M00056658A:E1 1 


T TVH Tl ' yl 1 

UC2-PnmColon 


1873 


481592 


1825.M14.gz43_23 1243 


F 


M00056666A:C04 


f T/™»1 Tl ^* 1 

UC2-PnmColon 


1 o*7yf 

1874 


735605 


1 825.0 1 4. gz43_23 1245 


F 


X X f\f\f\ C £ £ £ QT\ .T7A1 

M00056668D :E03 


UC2-PnmColon 


i one 

1875 


'7*5 A 1 O A 

734184 


1825.P14.gz43_231246 


F 


X JTAAAr^^TAn. All 

M00056670B:A12 


T T/~*1 Tl * yi 1 ^ 

UC2-PnmColon 


1876 


477718 


1825.E16.gz43_231267 


"17 

F 


X iAAA C JZ £ C <1 A _T? A 

M00056657A:F06 


t t/"*1 Tl • _ 1 

UC2-PnmColon 


1877 


552927 


1 825 .rl6.gz43_23 1268 


17 

F 


M00056658B:C03 


UC2-PnmColon 


lo /8 


/iyo2U 


1Q7f T1 tZ ~-—A1 771777 

1 o2 j J lo.gz43_23 12 /2 


17 

r 


M00U5ooo3 A: BU2 


U L2-PnmColon 


lo ly 


2/083 


107< H *»~A1 77 177C 

1 825 .M 1 o.gz43_2i 12/5 


17 

r 


AiTAAAC/C/TiC/C A ."T\AA 

M00056666A:D09 


U C2-PrunLolon 


1 QQA 

looO 


HI OH JO 


lo25.rl / .gz43_2J1294 


17 

r 


A if A A A C /C /C7; AD . A € 

M0005o670B:(j05 


TT07 Tl. -I.n Pnl r.^. 

U L2-PnmLolon 


1 QQ 1 

lool 


AAQl f\A 

448104 


lQ7f T 1Q *+—A1 771777 

lozD.Lly.gz43_231322 


17 

F 


A 4"AAACi^/IiC/IT\.UA<C 

M00056664D :H06 


UC2-PnmColon 


1882 


/29675 


107f Tift a«/17 T7177/C 

lo25.J20.gz43_23 1336 


1? 

F 


A /f AAAC/C/C/C7 A .XJAA 

M00056663A:H09 


TT^7 Tl .» . - _ 1 

UC2-PnmColon 




/3057U 


107^ D7i «_/17 7717/l>l 

1 825 .d2 1 .gz43_23 1344 


17 

F 


A >T A AA £ £ £ C 7 T\ .1? A7 

M0005 6653D :F 07 


UC2-PnmColon 


loot 


7771 OR 


1 OZ«7 .l^Z 1 ,gZrrj__Z J 1 jHD 




1V1UUU JUD JOAXy I 


T TP0 _Pri tti P a1 on 


1885 


447074 


1825.121.gz43_231351 


F 


M00056661D:D06 


UC2-PrimColon 


1886 


463741 


1825.F22.gz43_231364 


F 


M00056658C.B12 


UC2-PrimColon 


1887 


732351 


1825.N22.gz43_231372 


F 


M00056667D:E05 


UC2-PrimColon 


1888 


727343 


1825.L23.gz43_231386 


F 


M00056665A;G08 


UC2-PrimColon 


1889 


736415 


1 825 .B24.gz43_23 1392 


F 


M00056654A:A07 


UC2-PrimColon 


1890 


554597 


1825.O24.gz43_231405 


F 


M00056669B:E10 


UC2-PrimColon 
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ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


1891 


723914 


1826.A13.gz43_231599 


F 


M00056672A:E05 


UC2-PrimColon 


1892 


734622 


1826.C14.gz43_231617 


F 


M00056674D:E09 


UC2-PrimColon 


1893 


645925 


1826.114.gz43_231623 


F 


M00056683B:H04 


UC2-PiimColon 


1894 


641777 


1826.D16.gz43_231650 


F 


M00056676B:G12 


UC2-PrimColon 


1895 


734828 


1826.E17.gz43 231667 


F 


M00056678B:E11 


UC2-PrimColon 


1896 


381623 


1826.117.gz43_231671 


F 


M00056683C:H10 


UC2-PrimColon 


1897 


517274 


1826.J17.gz43_231672 


F 


M00056685A:H11 


UC2»PrimColon 


1898 


446575 


1826.C18.gz43 231681 


F 


M00056675A:C02 


UC2-PrimColon 


1899 


725899 


1826.D18.gz43 231682 


F 


M00056676C:B04 


UC2-PrimColon 


1900 


492094 


1826.M19.gz43_23 1707 


F 


M00056689B:F03 


UC2-PrimColon 


1901 


736246 


1826.E20.gz43_231715 


F 


M00056678B:H02 


UC2-PrimColon 


1902 


473238 


1826.J20.gz43 231720 


F 


M00056685B:G04 


UC2-PrimColon 


1903 


730829 


1826.K20.gz43 231721 


F 


M00056686D:E04 


UC2-PrimColoii 


1904 


726722 


1826.A2 1 .gz43_23 1727 


F ! 


M00056672D:B08 


UC2-PrimColon 


1905 


492629 


1826.021.gz43_231741 


F 


M00056692A:A05 


UC2-PrimColon 


1906 


730664 


1826.E22.gz43 J23 1747 


F 


M00056678C:A12 


UC2-PrimColon 


1907 


729387 


1826.G22.gz43 231749 


F 


M00056681A:E06 


UC2-PrimColon 


1908 


546121 


1826.A23.gz43_23 1759 


F 


M00056672D:E04 


UC2-PrimColon 


1909 


513156 


1826.C23.gz43_231761 


F 


M00056675A:G02 


UC2-PrimColon 


1910 


728791 


1826.G24.gz43_231781 


F 


M00056681B:A11 


UC2-PrimColon 


1911 


559610 


1826J24.gz43_231783 


F 


M00056684B:B12 


UC2-PrimColon 


1912 


729205 


1826. J24.gz43_23 1784 


F 


M00056685C:G07 


UC2-PrimColon 


1913 


561301 


1827.C01.gz43 231793 


F 


M00056695C:C04 


UC2-PrimColon 


1914 


728556 


1827E01ez43 231795 


F 


M00056697C:H10 


UC2-PrimColon 


1915 


640458 


1827101 sz43 231799 


F 


M00056701C:G09 


UC2-PrimColon 


1916 


650136 


1827 KOI ez43 231801 


F 


M00056703C:F04 


UC2-PrimColon 


1917 


288801 


1827 L01 ez43 231802 


F 


M00056704D:H10 


UC2-PrimColon 


1918 


648777 


1827.M01.gz43 231803 


F 


M00056706A:B05 


UC2-PrimColon 


1919 


728196 


1 827.G02.gz43_23 18 13 


F 


M00056699C:F09 


UC2-PrimColon 


1920 


644354 


1827.102.gz43_23 18 15 


F 


M00056701D:C03 


UC2-PrimColon 


1921 


419465 


1827.M02.gz43 231819 


F 


M00056706A:E09 


UC2-PrimColon 


1922 


558317 


1827P02ez43 231822 


F 


M00056708CF11 

IfXVUU*' V » W v Km/ * X X X 


UC2-PrimColon 


1923 


693869 


1827B03ez43 231824 


F 


M00056694A:G03 


UC2-PrimColon 


1924 


553805 


1827.L03.gz43 231834 


F 


M00056705A.B12 


UC2-PrimColon 


1925 


626791 


1827.N03.gz43 231836 


F 


M00056707A:G11 


UC2-PrimColon 


1926 


580601 


1827.A04.gz43_231839 


F 


M00056693B:D11 


UC2-PrimColon 


1927 


493830 


1827.B04.gz43_231840 


F 


M00056694A:G11 


UC2-PrimColon 


1928 


724714 


1827.E04.gz43_231843 


F 


M00056697D:B09 


UC2-PrimColon 


1929 


737109 


1827.F04.gz43_231844 


F 


M00056698D:E11 


UC2-PrimColon 


1930 


395604 


1827.G04.gz43_231845 


F 


M00056699C:G11 


UC2-PrimColon 


1931 


735834 


1827J04.gz43J231848 


F 


M00056702D:G03 


UC2-PrimColon 


1932 


726852 


1827.L04.gz43_231850 


! F 


M00056705A:D02 


UC2-PrimColon 
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SEQ NAME 


ORDEN 
T 


CLONE ID 


LIBRARY 


1933 


728892 


1827.P05.gz43_231870 


F 


M00056708D:B03 


UC2-PrimColon 


1934 


540618 


1827.C06.gz43_231873 


F 


M00056695CH08 


UC2-PrimColon 


1935 


501030 


1827.E06.gz43_231875 


F 


M00056697D:C09 


UC2-PrimColon 


1936 


477366 


1827.F06.gz43_231876 


F 


M00056698D:G09 


UC2-PrimColon 


1937 


727948 


1827.106.gz43_231879 


F 


M00056701D:D04 


UC2-PrimColon 


1938 


649927 


1827.K06.gz43_231881 


F 


M00056703D:F08 


UC2-PrimColon 


1939 


449752 


1827.M06.gz43_231883 


F 


M00056706B:C02 


UC2-PrimColon 


1940 


649106 


1827.N06.gz43_231884 


F 


M00056707B:E02 


UC2-PrimColon 


1941 


730463 


1827.P06.gz43_231886 


F 


M00056708D-.D10 


UC2-PrimColon 


1942 


462687 


1827.E07.gz43_231891 


F 


M00056697D:C12 


UC2-PrimColon 


1943 


553140 


1827.107.gz43_231895 


F 


M00056701D:G03 


UC2-PrimColon 


1944 


736100 


1827.M07.gz43_231899 


F 


M00056706B:C07 


UC2-PrimColon 


1945 


730375 


1827.B08.gz43_231904 


F 


M00056694B:H10 


UC2-PrimColon 


1946 


403671 


1827.K08.gz43_231913 


F 


M00056704A:B05 


UC2-PrimColon 


1947 


595181 | 


1827.M08.gz43_231915 


F 


M00056706B:D04 


UC2-PrimColon 


1948 


573733 | 


1827.A09.gz43_231919 


F 


M00056693B:H03 


UC2-PrimColon 


1949 


550454 


1827.109.gz43_231927 


F 


M00056701D:H12 


UC2-PrimColon 


1950 


651050 


1827J09.gz43_231928 


F 


M00056703A:G01 


UC2-PrimColon 


1951 


728768 


1827.L09.gz43_231930 


F 


M00056705B:A12 


UC2-PrimColon 


1952 


736276 


1827.N09.gz43_231932 


F 


M00056707B:F06 


UC2-PrimColon 


1953 


472837 


1827.C10.gz43_231937 


F 


M00056695D:E05 


UC2-PrimColon 


1954 


732770 


1827.H10.gz43_231942 


F 


M00056700D:H07 


UC2-PrimColon 


1955 


83388 


1827.L10.gz43_231946 


F 


M00056705B:D10 


UC2-PrimColon 


1956 


584693 [ 


1827.M10.gz43_231947 


F 


M00056706C:A07 


UC2-PrimColon 


1957 


588059 


1827.Dll.gz43_231954 


F 


M00056697A:D02 


UC2-PrimColon 


1958 


452662 


1827.Fll.gz43_231956 


F 


M00056699A:D08 


UC2-PrimColon 


1959 


728898 


1827.Mll.gz43_231963 


F 


M00056706C:B12 


UC2-PrimColon 


1960 


672032 


1827.F12.gz43_231972 


F 


M00056699A:E08 


UC2-PrimColon 


1961 


496084 


1 827 H12.gz43_23 1974 


F 


M00056701A:A02 


UC2-PrimColon 


1962 


736579 


1827.012.gz43_231981 


F 


M00056708B:B09 


UC2-PrimColon 


1963 


727968 


1827.A13.gz43_231983 


F 


M00056693C.D12 


UC2-PrimColon 


1964 


447624 


1827J13.gz43_231992 


F 


M00056703B:A04 


UC2-PrimColoa 


1965 


728552 | 


1827.K13.gz43_231993 


F 


M00056704A:H08 


UC2-PrimColon 


1966 


733064 


1827.M13.gz43_231995 


F i 


M00056706C:D05 


UC2-PrimColon 


1967 


607202 


1827.013.gz43_231997 


F 


M00056708B.D03 


UC2-PrimColon 


1968 


473433 


1827.P13.gz43_231998 


F 


M00056708D:H06 


UC2-PrimColon 


1969 


617813 


1827 A14.gz43_23 1999 


F 


M00056693C:G06 


UC2-PrimColon 


1970 


728300 


1827.G14.gz43_232005 


F 


M00056700A;F12 


UC2-PrimColon 


1971 


727760 


1827.K14.gz43_232009 


F 


M00056704B:C02 


UC2-PrimColon 


1972 


454087 


1827.P14.gz43_232014 


F 


M00056709AA05 


UC2-PrimColon 


1973 


425396 


1827.A15.gz43_232015 


F 


M00056693D:B02 


UC2-PrimColon 


1974 


552430 


1827.N15.gz43_232028 


F 


M00056707C:E01 


UC2-PrimColon 
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SEQ NAME 
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LIBRARY 


1975 


650542 


1827.C16.gz43_232033 


F 


M00056696A.G12 


UC2-PrimColon 


1976 


725084 


1827.D16.gz43_232034 


F 


M00056697A:H10 


UC2-PrimColon 


1977 


446607 


1827.G16.gz43_232037 


F 


M00056700A:G05 


UC2-PrimColon 


1978 


4584 


1827.H16.gz43_232038 


F 


M00056701A:G09 


UC2-PrimColon 


1979 


560678 


1827J16.gz43_232040 


F 


M00056703B:D07 


UC2-PrimColon 


1980 


730639 


1827.N16.gz43_232044 


F 


M00056707C.E03 


UC2-PrimColon 


1981 


727506 


1827.C17.gz43_232049 


F 


M00056696B:B03 


UC2-PrimColon 


1982 


540618 


1827.E17.gz43_232051 


F 


M00056698B:E10 


UC2-PrimColon 


1983 


735676 


1827.117.gz43_232055 


F 


M00056702CA10 


UC2-PrimColon 


1984 


728768 


1827.N17.gz43_232060 


F 


M00056707C:F10 


UC2-PrimColon 


1985 


475942 


1827.A18.gz43_232063 


F 


M00056693D:E12 


UC2-PrimColon 


1986 


631056 


1827.H18.gz43_232070 


F 


M00056701B:D02 


UC2-PrimColon 


1987 


259218 


1827.P18.gz43_232078 


F 


M00056709AH11 


UC2-PrimColon 


1988 


724489 


1827.H19.gz43_232086 


F 


M00056701B:D06 


UC2-PrimColon 


1989 


727845 


1827.D21.gz43_232114 


F 


M00056697C:D11 


UC2-PrimColon 


1990 


641072 


1827.F21.gz43_232116 


F 


M00056699B:G04 


UC2-PrimColon 


1991 


553483 


1827.A22.gz43_232127 


F 


M00056694A:C05 


UC2-PrimColon 


1992 


551096 


1827.C24.gz43J232161 


F 


M00056696B:H01 


UC2-PrimColon 


1993 


727649 


1827.F24.gz43_232164 


F 


M00056699C:C02 


UC2-PrimColan 


1994 


728196 


1827.H24.gz43_232166 


F 


M00056701C:F08 


UC2-PrimColon 


1995 


729428 


1828.A01.gz43_232175 


F 


M00056709C:F06 


UC2-PrimColaa 


1996 


724050 


1828.F01.gz43_232180 


F 


M00056714B:C12 


UC2-PrimColon 


1997 


732351 


1828.L01.gz43_232186 


F 


M00056721C:E05 


UC2-PrimColon 


1998 


730627 


1828.M01.gz43_232187 


F 


M00056722C:C09 


UC2-PrimColon 


1999 


728182 


1828.H02.gz43_232198 


F 


M00056716B:F12 


UC2-PrimColon 


2000 


727878 


1828,M02.gz43_232203 


F 


M00056722C:D11 


UC2-PrimColon 


2001 


462687 


1828.N02.gz43_232204 


F 


M00056723C:C09 


UC2-PrimColon 


2002 


555763 


1828.L03.gz43_232218 


F 


M00056721C:H01 


UC2-PrimColon 


2003 


728627 


1828.P03.gz43_232222 


F 


M00056725C:H06 


UC2-PrimColon 


2004 


630516 


1828.H04.gz43_232230 


F ! 


M00056716C:B06 


UC2-PrimColan 


2005 


584179 


1828.A05.gz43_232239 


F 


M00056709D:D05 


UC2-PrimColon 


2006 


558544 ! 


1 828 .G05 .gz43_232245 


F 


M00056715C:B07 


UC2-PrimColon 


2007 


553294 


1 828 .N05 .gz43_232252 


F 


M00056723C:E01 


UC2-PrimColon 


2008 


726576 


1828.O05.gz43_232253 


F 


M00056724C:H11 


UC2-PrimColpn 


2009 


734622 


1828.L07.gz43 232282 


F 


M00056721DD01 


UC2-PrimColon 


2010 


735362 


1828.P07.gz43_232286 


F 


M00056726A:C12 


UC2-PrimColon 


2011 


455297 


1828.A08.gz43_232287 


F 


M00056709D:E12 


UC2-PrimColon 


2012 


734990 


1828.N08.gz43_232300 


F 


M00056723C:G03 


UC2-PrimColon 


2013 


707609 


1828.B10.gz43j232320 


F 


M00056710D:C05 


UC2-PrimColon 


2014 


728178 


1828.L10.gz43_232330 


F 


M00056721D:F12 


UC2-PrimColon 


2015 


447634 


1828.P10.gz43_232334 


F 


M00056726BH06 


UC2-PrimColon 


2016 


729813 


1828.Fll.gz43 232340 


F 


M00056714DA11 


UC2-PrimColon 
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2017 


728528 


1828.11 l.gz43 232343 


F 


M00056718AH05 


UC2-Primrolon 

w vL X xXLiiv^VJ'lVJ'lx 


2018 


132110 


1828 Jll sz43 232344 


F 


M00056719BG04 


UC2-Primrol nn 


2019 


505858 


1828 F12 az43 232356 


F 


M00056714DE08 


UC2-PrimColon 

VJ \_sX» X 1 XI 1 1 VJJ-L 


2020 


735047 


1828 E13 ez43 232371 


F 


M00056714AB02 


UC2-PriiTi Colon 

v>v/j> x xixiiVjV/xvjxi 


2021 


727749 


1828 K13 ez43 232377 


F 


M00056721AC07 


UC2»PrimColon 

VJ V>X> X 1 XI 1 l\_s UJl U1X 


2022 


598746 


1828 L13 ez43 232378 


F 


M00056722AE10 


UC2-PrimColon 

VJ V>Xs X X XXI Ivy\JXV/XJL 


2023 


728061 


1828 013 sz43 232381 


F 


M00056725AE02 


T JC 2-PrimC nl on 

vv4» X7 1 XII IV/ \JX\J1X 


2024 


448217 


1828F14ez43 232388 


F 


M00056714DH07 

J.TJ.UUV JVJ / l~l/.liU/ 


UC2-PrimColon 

WV*» X XlXiIv>VJXVJXL 


2025 


485899 


1828L14ez43 232394 


F 


M00056722A*F08 


UC2-PrimColon 

V/\/J> X XX1I1V^VJ'X\J1X 


2026 


641287 


1828 B 15 ez43 232400 


F 


M00056711AA09 


UC2-PrimColon 

vj v^x» x x xi J.1 VjvyJ.VJXJ. 


2027 


48619 


1828 D15 sz43 232402 


F 


M00056713AF05 


UC2-PiimColon 

WA> X xxxxLVvv/xvyxx 


2028 


728929 


1828.E15.gz43 232403 


F 


M00056714AB09 


UC2-PrimColoii 


2029 


451972 


1828J15.gz43 232407 


F * 


M00056718B:C02 


UC2-PiimColon 


2030 


486363 


1828 J18 ez43 232456 


F 


M00056719OB10 


UC2-PrimColon 

VJ V^X> X 1 XXXIV^V/XVVJLA 


2031 


728897 


1828 C19 ez43 232465 


F 


M00056712BB11 


UC2-PrimColon 

VJ V— X 1 XXXX\_/V/XV/X1 


2032 


448217 


1828 E19 ez43 232467 


F 


M00056714AE12 


UC2-PiimColon 

VJ V^X« X 1 1 V_/VJ1VJIJL 


2033 


646309 


1828 119 ez43 232471 


F 


M00056718CB01 


UC2-PrimColon 

VJV^Xy X X XXXX V^/ VJXVJXA 


2034 


728303 


1828 J19 ez43 232472 


F 


M00056719CF06 


UC2-PrimColon 

VJ v_/X* x x xxxi Vyvlvll 


2035 


728002 


1828K19ez43 232473 


F 


M00056721BD03 


UC2-PrimColon 

WVAi X XXXXlVvV/XV/11 


2036 


473640 


1828N20tT743 23249? 


F 


M000S6724BF 1 1 

mWVJU / XfTXJ.xJx X 


T TC7 -Prim Colon 


2037 


727480 


1828 021 2743 232509 


JL 


iVf00056725r-A03 


T IC2 -PnmColon 

VJ V/m X I XXIIV^V/XV/XI 


2038 


509678 


1828 P21 ffz43 232510 


F 


M00056726DG08 


UC2-PrimColon 

UV/Zi X A UILW/IVJIX 


2039 


798445 


1828 E22 a743 232515 


F 


M0005 67 14 AH06 


TIC? -Prim Col on 

VJ VvXy XT 1 XJLLIV^VJlVJll 


2040 


447150 


1 828 N22 P743 732524 


F 


M00056724BG03 


T TC2-PrimColon 

VJV^rX. X XXIXIV/VJXVJXI 


2041 

xAJT X 


728273 


1828 A73 pz43 232527 


F 

X 


M000567 1 0BF05 

lTiuvujv / xvxJ.x uj 


X TC9-PrimCo1on 

VJV/XV X lllllVvL/lvJXl 


2042 


734453 


1828 C23oz43 232529 


F 


M00056712BF02 

iTXVfWV/*/ U / XVXJ.X x/Xir 


1 JC2-PrimColon 

VJ VvX. X XXUlVi/VXvJxl 


2043 


732006 ! 


1828 D23 ffz43 232530 


F 

X 


M00056713C-A10 


T JC2-PrimColon 

VJ VyXr X A XIXIV^ UlV/XI 


2044 


449585 


1828 123 ez43 232535 


F 


M00056718DD12 


UC2-PrimColon 

wv«i X X XXII wXV/IX 


2045 


728966 

/ X.VJ ✓ VJVI 


1 828 E24 2743 232547 


F ! 

X 


M00056714BB06 


T IC 2-PrimColon 

VJV_sXv X XXXlLV^rVJIV/XI 


2046 


529356 


1838 CO 1 ez43 232945 


F 

X 


M00056747DA03 

lVlV/v/UJU / i / X-» . J».\J~J 


UC2-PriTnColon 

VV/J» X X XXXX V_/V/XV/XI 


2047 


551693 


1838 P01 ez43 232958 


F 


M00056764CA02 


UC2-PrimColon 

VJ V>iw X X llUVywlVii 


2048 


438663 


1838 B03 ez43 232976 


F 


M00056746DD06 


UC2-PrimColon 

VJ V^XV X X XXXI VVVlwU 


2049 


735464 


1838 E03 ez43 232979 


F 


M00056750BH03 


UC2-PrimColon 


2050 


736035 


1838 J03 ez43 232984 


F 


M00056756CD06 


UC2-PrimCoion 

V-/ ^yJtm X 4 JXX&^/Vi/XvXA 


2051 


736210 


1838 L03 ez43 232986 


F 


M00056759CC04 


UC2-PrimColon 

VJ V>X» X llliLVV'lwU 


2052 


728464 


1838J05.gz43_233015 


F 


M00056755B:E07 


UC2-PrimColon 


2053 


730178 


1838.K05.gz43_233017 


F 


M00056758C:B08 


UC2-PrimColon 


2054 


481614 


1838.N05.gz43_233020 


F 


M00056762B.D06 


UC2-PrimColon 


2055 


402799 


1839.A01.gz43_233327 


F 


M00056766D:G09 


UC2-PrimColon 


2056 


675768 


1839.N01.gz43_233340 


F 


M00056784D:C06 


UC2-PrimColon 


2057 


577305 


1839.P0Lgz43__233342 


F 


M00056787B.C07 


UC2-PrimColon 


2058 


730505 


1839.K02.gz43_233353 


F 


M00056781A.E06 


UC2-PrimColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORJEN 
T 


CLONE ID 


LIBRARY 


2059 


349977 


1839.B03.gz43_233360 


F 


M00056768D:A09 


UC2-PrimColon 


2060 


726344 


1839.N03.gz43_233372 


F 


M00056784D:G10 


UC2-PrimColon 


2061 


724183 


1839J04.gz43_233384 


F 


M00056780B:E06 


UC2-PrimColon 


2062 


730352 


1839.M04.gz43J233387 


F 


M00056783C:E03 


UC2-PrimColon 


2063 


510596 


1839.E05.gz43_233395 


F 


M00056773C:C09 


UC2-PrimColon 


2064 


128773 


1839.F05.gz43_233396 


F 


M00056775A:A05 


UC2-PrimColon 


2065 


728464 


1839.G06.gz43_233413 


F 


M00056776A:G04 


UC2-PrimColon 


2066 


449010 


1839.L06.gz43_233418 


F 


M00056782B:G05 


UC2-PrimColon 


2067 


460023 


1839.M06.gz43_233419 


F 


M00056783D:A02 


UC2-PrimColon 


2068 


733744 


1839.K07.gz43_233433 


F 


M00056781B:C03 


UC2-PrimColon 


2069 


2180 


1839.L07.gz43J233434 


F 


M00056782B:H11 


UC2-PrimColon 


2070 


556458 


1839.M07.gz43_233435 


F 


M00056783D:B07 


UC2-PrimColon 


2071 


711325 


1839.A08.gz43_233439 


F 


M00056767A:F12 


UC2-PrimColon 


2072 


135593 


1839.E08.gz43_233443 


F 


M00056773C:F12 


UC2-PrimColon 


2073 


639178 


1839.K08.gz43_233449 


F 


M00056781B:C05 


UC2-PrimColon 


2074 


504513 


1839.B09.gz43_233456 


F 


M00056769C:C03 


UC2-PrimColon 


2075 


493193 


1839J09.gz43_233464 


F 


M00056780B:H04 


UC2-PrimColon 


2076 


728133 


1839.K09.gz43_233465 


F 


M00056781B:E01 


UC2-PrimColon 


2077 


727737 


1839All.gz43_233487 


F 


M00056767B:C01 


UC2-PrimColon 


2078 


477053 


1839.F12.gz43J233508 


F 


M00056775B:H07 


UC2-PrimColon 


2079 


726384 


1839.P12.gz43__233518 


F 


M00056787C:G01 


UC2-PrimColon 


2080 


736686 


1839.A13.gz43_233519 


F 


M00056767B:G08 


UC2-PrimColon 


2081 


483549 


1839.L13.gz43_233530 


F 


M00056782D:F02 


UC2-PrimColon 


2082 


549801 


1839.A14.gz43_233535 


F 


M00056767C:A09 


UC2-PrimColon 


2083 


730484 


1839.H14.gz43_233542 


F 


M00056777D:D04 


UC2-PrimColon 


2084 


647991 


1839J14.gz43_233544 


F 


M00056780C:H12 


UC2-PrimColon 


2085 


490393 


1839.L14.gz43_233546 


F 


M00056782D:F08 


UC2-PrimColon 


2086 


643968 


1839.N14.gz43_233548 


F 


M00056785C:B09 


UC2-PrimColon 


2087 


641968 


1839.B15.gz43_233552 


F 


M00056770C:A07 


UC2-PrimColon 


2088 


726261 


1839.L15.gz43_233562 


F 


M00056782D:F10 


UC2-PrimCoion 


2089 


733891 


1839.M15.gz43J233563 


F 


M00056784B:A01 


UC2-PrimColon 


2090 


730022 


1839.015.gz43_233565 


F 


M00056786D:A03 


UC2-PrimColon 


2091 


730296 


1839.M16.gz43_233579 


F 


M00056784B:C02 


UC2-PrimColon 


2092 


733149 


1839.M17.gz43_233595 


F 


M00056784B:D06 


UC2-PrimColon 


2093 


728487 


1839.A18.gz43_233599 


F 


M00056768A:C10 


UC2-PrimColon 


2094 


726229 


1839.C18.gz43_233601 


F 


M00056771D:D10 


UC2-PrimColon 


2095 


523868 


1839.G18.gz43„233605 


F 


M00056776D:B02 


UC2-PrimColon 


2096 


577305 


1839.L18.gz43_233610 


F 


M00056783A:C08 


UC2-PrimColon 


2097 


727216 


1839J19.gz43_233624 


F 


M00056780D.G05 


UC2-PrimColon 


2098 


47461 


1839.L19.gz43^233626 


F 


M00056783B:B01 


UC2-PrimColon 


2099 


550780 


1839.N19.gz43_233628 


F 


M00056785D:C09 


UC2-PrimColon 


2100 


606076 


1839.P21.gz43 233662 


F 


M00056788A:D06 


UC2-PrimColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


2101 


691229 


1839.C22.gz43_233665 


F 


M00056772A:C08 


UC2-PrimColon 


2102 


727366 


1839.D22.gz43J233666 


F 


M00056773A:G10 


UC2-PrimColon 


2103 


724722 


1839J22.gz43_233672 


F 


M00056780D:H10 


UC2-PrimColon 


2104 


725784 


1839.M22.gz43_233675 


F 


M00056784C:C06 


UC2-PrimColon 


2105 


732345 


1 83 9.B23 .gz43_23 3680 


F 


M00056771A:F03 


UC2-PrimColon 


2106 


1 726699 


1839.C23.gz43_233681 


F 


M00056772A:D03 


UC2-PrimColon 


2107 


513156 


1839J23.gz43_233688 


F 


M00056781A:C05 


UC2-PrimColon 


2108 


631038 


1839.E24.gz43_233699 


F 


M00056774D:B02 


UC2-PrimColon 


2109 


609459 


1839H24ez43 233702 


F 


M00056778CG08 


UC2-PrimColon 


2110 


482788 


1839.J24.gz43 233704 


F 


M00056781AD02 


UC2-PrimColon 


2111 


730592 


1 839.N24.gz43_233708 


F 


M00056785D:G07 


UC2-PrimColon 


2112 


735801 


1852.A13.gz43_235742 


F 


M00056871C:D05 


UC2-PrimColon 


2113 


472704 


1852.H13.gz43_235749 


F 


M00056879D:D01 


UC2-PrimColon 


2114 


649299 


1852.113.gz43_235750 


F 


M00056881A:A10 


UC2-PrimColon 


2115 


650944 


1852.N13.gz43 235755 


F 


M00056886B:B10 


UC2-PrimColon 


2116 


481641 


1852E14ez43 235762 


F 


M00056876C:B02 


UC2-PrimColon 


2117 


488349 


1852.F14.gz43 235763 


F 


M00056877B:H09 


UC2-PrimColon 

V«/X* X A 1111 WlvU 


2118 


735096 


1852.I14.gz43 235766 


F 


M00056881A:C02 


UC2-PrimColon 


2119 


594434 


1852J14ez43 235767 

X \J X* • 1 > •fill 9 V/ / 


F 


M00056882B:E12 


UC2-PrimColon 

X*# V/fc* X 1 AA 1 A wwl V A 1 


2120 


550673 


1852.L14.gz43_235769 


F 


M00056884C:H08 


UC2-PrimColon 


2121 


735672 


1852.N14.gz43_235771 


F 


MO0056886B:CO5 


UC2-PrimColon 


2122 


732712 


1852.K15.gz43_235784 


F 


M00056883D:A07 


UC2-PrimColon 


2123 


472307 


1852.L15.gz43_235785 


F 


M00056884C:H11 


UC2-PrimColon 


2124 


729981 


1852.D16.gz43 235793 


F 


M00056875D:C04 


UC2-PrimColon 


2125 


639950 


1852.116.gz43_235798 


F 


M00056881A:H02 


UC2-PrimColon 


2126 


724517 


1852L16az43 235801 


F 


M00056884D:C07 


UC2-PrimColon 


2127 


735412 


1852B17ez43 235807 


F 


M00056873AH06 

X»XVW*/ W f •/! »,«1XW 


UC2-PrimColon 


2128 


724223 


1852N17ez43 235819 


F 


M00056886B-H02 

a*a w v*y w wxv *x xvxv 


UC2-PrimColon 

V*/ V** X 1 AAllwWlwU 


2129 


727602 


1852.D18.gz43 235825 


F 


M00056875D:E09 


UC2-PrimColon 


2130 


561396 


1 852 .L 1 8 .gz43__235 8 33 


F 


M00056884D:D06 


UC2-PrimColon 


2131 


726408 


1852.B19.gz43 235839 


F 


M00056873B:C09 


UC2-PrimColon 


2132 


730059 


1852 C19 ez43 235840 


F 


M00056874CD05 


UC2-PrimColon 

X-/ X_/ ^ X A11U\>V1V11 


2133 


655327 


1852F19£tz43 235843 


F 


M00056877C:G12 


UC2-PrimColon 


2134 


732872 


1852.M19.gz43 235850 


F 


M00056886A:A09 


UC2-PrimColon 


2135 


473512 


1852N19ez43 235851 


F 


M00056886C:D02 


UC2-PrimColon 


2136 


730441 


1852,F20.gz43_235859 


F i 


M00056877C:H03 


UC2-PrimColon 


2137 


451184 


1852.N20.gz43_235867 


F 


M00056886C:D11 


UC2-PrimColon 


2138 


733040 


1852.D21.gz43_235873 


F 


M00056875DM12 


UC2-PrimColon 


2139 


732872 


1852.K21.gz43_235880 


F 


M00056883D:F07 


UC2-PrimColon 


2140 


152 


1852.M21.gz43_235882 


F 


M00056886AC11 


UC2-PrimColon 


2141 


730301 


1852.122.gz43_235894 


F 


M00056881B:G04 


UC2-PrimColon 


2142 


471931 


1852.J22.gz43_235895 


F 


M00056882D:A06 


UC2-PrimColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


2143 


730106 


1852.L23.gz43_235913 


F 


M00056885A:D12 


UC2-PrimColon 


2144 


649030 


1852.024.gz43_235932 


F 


M00056888A:H04 


UC2-PrimColon 


2145 


562345 


1861.I04.gz43J235990 


F 


M00056900C:B12 


UC2-PrimColon 


2146 


472226 


1861.P04.gz43_235997 


F 


M00056910B:F01 


UC2-PrimColon 


2147 


494393 


1861.E07.gz43_236034 


F 


M00056895C:E11 


UC2-PrimColon 


2148 


730393 


1861.B08.gz43_236047 


F 


M00056891C:H08 


UC2-PrimColon 

X> X*/X* X X XXXXXVX/XxSXX 


2149 


676221 


1 86 1 .Gl 0.gz43_23 6084 


F 


M00056898C:B06 


UC2-PrimColon 


2150 


648774 


1861.Oll.gz43_236108 


F 


M00056909B:E11 


UC2-PrimColon 


2151 


448368 


1861.H12.gz43_236117 


F 


M00056899D:B06 


UC2-PrimColon 


2152 


489001 


1861.K12.gz43_236120 


F 


M00056902D:H09 


UC2-PrimColon 


2153 


557525 | 


1861J14.gz43_236151 


F 


M00056902A:G12 


UC2-PrimColon 


2154 


724773 


1861.C16.gz43_236176 


F 


M00056893B;G12 


UC2-PrimColon 


2155 


730608 


1861.116.gz43_236182 


F 


M00056901B:C03 


UC2-PrimColon 


2156 


642897 


1 86 1 .K16.gz43_236 1 84 


F 


M00056903A.C08 


UC2-PrimColon 


2157 


548275 


1861.N16.gz43 236187 


F 


M00056908B:D02 


UC2-PrimColon 


2158 


728640 


1861.C17.gz43 236192 


F 


M00056893C:A02 


UC2-PrimColon 

X> X«SX* X A JXLlX/VJlw4X 


2159 


479572 


1861.B18.gz43 236207 


F 


M00056892B:C09 


UC2-PrimColon 

V-/ V/^ X X 111 Iwylyll 


2160 


735834 


1861 E18 ez43 236210 


F 


M00056896A-C01 


UC2-PrimColon 


2161 


733425 


1861 K18 ez43 236216 


F 


M00056903AF03 


UC2-PrimColon 

xx x x 1 1, JL1 v^/xyxy/xx 


2162 


732653 


1861P19sz43 236237 


F 


M00056911BA01 

XTXWW^V*^ X X X-<» • X X w X 


UC2-PrimColon 


2163 


729060 


1861.G20.gz43 236244 


F 


M00056898D:H09 


UC2-PrimColon 


2164 


656667 


1861.H21.gz43 236261 


F 


M00056900B:D01 


UC2-PrimCGlon 


2165 


732676 


1861.G22.gz43 236276 


F 


M00056899A:A1 1 


UC2-PrimColon 

W** X lllllVvlwUl 


2166 


730296 


1861Ji24gz43 236309 


F 


M00056900BF07 


UC2-PrimColon 

W« X A XliA wVA VIA 


2167 


453001 


1861.K24.gz43 236312 


F 


M00056903B:D09 


UC2-PrimColon 

W*< X XXIX IVVlvlA 


2168 


725451 


1861.N24.gz43 236315 


F 


M00056908D:A11 


UC2-PrimColon 


2169 


730851 


1863 C01 gz43 236704 


F 


M00056936C'E04 


UC2-PrimColon 

X^ X«/X* X X XX LAly/VlvU 


2170 


727596 


1863.H01.gz43 236709 


F 


M00056941D:D07 


UC2-PrimColon 


2171 


736293 


1863.L01.gz43 236713 


F 


M00056946A:F07 


UC2-PrimCoIon 


2172 


733910 


1863.N01.gz43_236715 


F 


M00056948C:F03 


UC2-PrimColon 


2173 


77737 


1863.C02.gz43_236720 


F 


M00056936C:F11 


UC2-PrimColon 


2174 


638983 


1863.L02.gz43_236729 


F 


M00056946A:G06 


UC2-PrimColon 


2175 


736001 


1863.M02.gz43_236730 


F 


M00056947C:B04 


UC2-PrimColon 


2176 


731196 


1863.P02.gz43J236733 


F 


M00056950D:F12 


UC2-PrimColon 


2177 


446820 


1863.A03.gz43 236734 


F 


M00056934A:E07 


UC2-PrimColon 


2178 


734151 


1863.E03.gz43_236738 


F 


M00056939A:C01 


UC2-PrimColon 


2179 


456183 


1863.H03.gz43_236741 


F 


M00056941D:G05 


UC2-PrimColon 


2180 


734629 


1863.103.gz43__236742 


F 


M00056943A:B04 


UC2-PrimColon 


2181 


733623 


1863J03.gz43_236743 


F 


M00056944A:D09 


UC2-PrimCoion 


2182 


733856 


1863.N03.gz43_236747 


F 


M00056948D:A11 


UC2-PrimColon 


2183 


727480 


| 1863.P03.gz43_236749 


F 


M00056950D:H09 


UC2-PriraColon 


2184 


448233 


1863J04.gz43_236759 


F 


M00056944B:C02 


UC2-PrimColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


2185 


729691 


1863 105 ez43 236774 


F 


M00056943A-F01 


IJr2-Primr , f.loTi 

V7V»rX# X XXillVrL/XVJXX 


2186 


500239 

%J \J\J 


1863 N05 ez43 236779 


F 


M00056949AA04 

1YX V/ \J\J-J \JP^ 7/v. Av7 


T IP9 -Pri mPnlnti 

\J V»i£r ~X X 111 1 VvVJXV/Xl 


2187 


646314 


1863 K06 ez43 236792 


F 


M00056945AF02 


T TP2-PrimPnlnn 

UV^L X X XlXlV/V/XvJXX 


2188 


492893 


1863 A08 ez43 236814 


F 


M00056934PP04 

1VX V/ \J \J*S \J ✓ «J *T V> . V> v*t 


T IP9 -P rim Pnl nn 

yJy^L, x lUllV^VJlUil 


2189 


451624 


1863 D08 ez43 236817 


F 


M00056938AH09 


T ir9-PrtmPnlnn 

VV/A, XT X X111V/VJ1V/1X 


2190 


552416 


1863 L08 ffz43 236825 


F 

X 


M000S6946P-R08 


TTP9-Primr'nlnn 

Uly<> X XUXlVrV/lv/U 


2191 


555478 


1863 A10 ez43 236846 


F 


M00056934P-G09 

i vx v v/ v/ «/ v ✓ J *t \~t • vj V/ ^ 


V VvZ. XT 1 lillV>vJlVxLl 


2192 


616541 


1863 G10 ez43 236852 


F 


M0005694 1 RR02 

XYXUUwJU7*tXlJ.JJU^ 


V V_yZ, A 1 xIIIVjvIIVJII 


2193 


410487 


1863 O10cz43 236860 


F 


M00056950AlH03 


UC2-PriiTiColon 

V/ V_/ j-v X 1 X1X1 VsV/lVxiX 


2194 


726825 


1863 Bll ez43 236863 


F 


M00056935CG08 


UC2-PrimColon 

v7 V^Xy X X XlXlVsV/XV/XX 


2195 


733144 


1863D12ez43 236881 


F 


M00056938BC09 


UC2-Primrolon 

\J X X XXXX V^VJ1V7XX 


2196 


642528 


1863 E12 sz43 236882 


F 


M00056939BE05 


T IH2 -Priin Gnl nn 

UvXi X X XXXX VsVJlUXX 


2197 


735994 


1863 J12 ez43 236887 


F 


M00056944OB03 


UV/L X X XXXX V/VXAVJxX 


2198 


724401 


1863 K12ez43 236888 


F 

X 


M000^6945P-A1 1 


T Tr9-PrimPn1nn 

\J\jt£t X 1 1111 VsVJlV/11 


2199 


736129 


1863 M12 ez43 236890 


F 


M00056948AD09 

l¥XwV/V/JU710A(X/U7 


T 109^1-1111(^01011 

V V>^> X X XXXX w v/XVJXX 


2200 


448046 


1863 P13 oz43 236909 


F 


M000^69S 1 R-F09 

ItXuWU JVJ7 J XXJ.X V .7 


T Tr9-PrimPnlnn 

VJ V/Z> X X UxlV^VJlVJXl 


2201 


731216 


1863 Dl 5^743 236929 

X OUJ.X/1 J.gitJ £,J\jy£tZ7 


F 

X 


M00056938RTT08 


TTP9-PrimPx^lnn 

V \sJL X 1 1111 VAJlvJll 


2202 


449061 


1863 M15 ez43 236938 


F 

X 


M00056948R-R03 


T IP9-PrimPolnTi 

VJ \j£m X X XlllV^VJlV/XX 


2203 


730815 


1863F17ez43 236963 


F 


M00056940CE05 

lYXvVvJ VJ ^7 " U . X-/ V w> 


VJ w/rf X 1 XXi.1 V_y VJIVJXX 


2204 


732756 


1863 H17 ffz43 236965 


F 


M00056942r*Fl 1 

l¥XWUuJ\J7Ti.Vy.X X 1 


T IP9-PrimPnlnn 

VJ V>i» X X XlilV_/V/lV/XX 


2205 


468015 


1863117^743 236966 

lOUJtll r .g^tJ £>«/V/7V/V/ 


F 

X 


M000S6943CA01 


T TP9-PrimPnlnn 

VJ VxZ< X X llLlV^V/lV/11 


2206 


733081 

/ JJuO X 


1863 J17 **743 236967 


F 

X 


M0 00 5 6944TV A 06 


T TP 9 -Pri m Pnl nn 

VJ V_/Z/ T X UllV^V/lV/ll 


2207 


555484 ! 


1863 L17 t?z43 236969 


F 

X 


M000S6946DG09 


T TP9 -PrimPnl nn 

VJ V/Z< "*X7 X ULlV/V/lV/XX 


2208 


731355 


1863 A18ffz43 236974 


F 

X 


M0005693SA*r02 


T TP9-Prim Pnl nn 

VJ Vvi X X 1111 W V/lV/lX 


2209 


730375 


1 863 fil 8 a743 936980 


F 

X 


M000S694 1 R-G08 
xvxv/v/v , «?vJ3' i T ixj. vj \jo 


T TP9-PrimPnlnn 

VJ V/Z, X 1 1111 V/V/lUil 


2910 


467X03 

tVJ / OV/J 


1 863 Ml 8 ot43 936986 


F 

X 


M000S6948R-G0S 

IVXv/V/V/ J UytOD . VJ V/J 


T TP9-PrimPn1nn 
\J x 1 llllVy UlUxl 


221 1 

X*Z, J. X 


735306 


1 863 D90 Q743 937009 


F 

X 


M000 S 693 8 P F 1 0 

lYXV/V/V/ JVJ7 JO V«.J/ XV/ 


T IP9-PrimPnlnn 

VJ V»a. X7 1 llllV^V/lV/ll 


2212 


729316 


1863 120 ez43 237014 

XUUJ.XXu.^iTJ £*.J/V/X*T 


F 

X ( 


M00056943DB02 


T TP9-PrimPn1nn 

VJ V^Z. X 1 XlllV/V/lV/XX 


2213 


551441 


1863 L20 0743 937017 


F 

X 


M000S6947 A • PO^ 

XVXV/V/VUVJrf'^ / A. V_xV/«7 


T IP9-PrimPn1nn 
vj vvi r i uiiv^v/iv/ii 


2214 


735484 


1863 A21 &743 237022 


F 


M00056935AF04 

XTlVVU JU7 J JxV.I 


T IP9 -PrimPnlrm 

XT X XlllV>VJlV/xX 


2215 


171511 


1863 E21 ez43 237026 


F 


M00056939D-B02 


T IP2-PrimPolon 

VJV/Z. X 1 XtXlV/V/XV/XL 


2216 


728076 


1863 H21 ez43 237029 


F 


M00056942DD07 


UC2-PrimColon 


2217 


511351 


1863 H22 ez43 237045 


F 


M00056942DD11 

1TX V vV/JU7^^X/.X/l X 


UC2-PrimColon 

V7V>Z« X X UUVsV/lV/lX 


2218 


731125 


1863 122 ez43 237046 


F 


M00056943DH08 

l.TXW V/ v/w* VJ S\ J iJ .X XV/ 1/ 


UC2-PrimColon 

VJVja> X X UllV/V/Av/Xl 


2219 


524706 


1863 B24 ez43 237071 


F 


M00056936CC06 


UP2-PrimPolon 

VJ V/X. X X xlllV^V/XV/xx 


2220 


485880 


1 863.C24.gz43_237072 


F 


M00056937C:H08 


UC2-PrimColon 


2221 


736197 ! 


1864.103.gz43_237126 


F 


M00056961C:C07 


UC2-PrimColon 


2222 


731089 


1864.M04.gz43_237146 


F 


M00056968C:C06 


UC2-PrimColon 


2223 


642781 


1864.G12.gz43_237268 


F 


M00056959C:B10 


UC2-PrimColon 


2224 


731947 


1864.M14.gz43_237306 


F 


M00056969A:B07 


UC2-PrimColon 


2225 


448712 i 


1864.M16.gz43_237338 


F 


M00056969A:C07 


UC2-PrimColon 


2226 


736289 


1864.117.gz43_237350 


F 


M00056962D:F09 


UC2-PrimColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORDEN 
T 


CLONE ID 


LIBRARY 


2227 


735123 


1873.E02.gz43 237490 


F 


M00056978DB07 


UC2-PrimColon 

uvi. X AXXliV^WXWlX 


2228 


724411 


1873 H02 ez43 237493 


F 


M00056982DB12 


u \-/ ^» x i xxixv^vjiuii 


2229 


662617 


1873 P02 ez43 237501 

XU/w».X Vi.gLTJ X#«/ 1 ■/VI 


F 


M00056993DC05 


VJ V^ A~X 1 XAllVsUiVJXX 


2230 


639934 


1873 M03 ez43 237514 

lO / J . XVXV/./ » X«_J / -/ X T 


F 

X 


M00056989r-H09 


VJ X X XXXxV^VXiVJll 


2231 


733563 


1873 C04 &z43 237520 


F 

X 


M 0005 6977 A • CO? 

1UUVVJU7 / / A,VvV£ 


VJ V_/Z» "X 1 Xlil V_/ VJ1 VJXX 


2232 


203793 


1873 K04 £243 237528 


F 


M00056987CD08 


T Tr?-PrimCn1nn 

VJ V^x. X 1 XXIX v^VJ l\Jxx 


2233 


703978 


1873 L04 ffz43 237520 


F 

X 


M00056988r-D05 


T IP? -Prim Pol on 

VJ V^<C X 1 XXlXV^VJlVJiX 


2234 


732114 


1873 P05 ez43 237549 


F 


M00056993DF05 


TIP?-PrimPn1nn 

\J\y£m X X XlXiV^VJlVJXX 


2235 


732213 


1873 J06 ffz43 237559 


F 


M00056986AE09 


T TP? -PrimPnl nn 

VJ V>Z. XX XXXXvvVJlVJJX 


2236 


725825 


1873N06ffz43 237563 


F 


M00056990D-ril 

lTluuvJU77vi/.v/ X X 


T TP? -Prim Pnl nn 

VJ V> x. X 1 IXJXV^ VJX VJXX 


2237 


734936 


1873 D08 cz43 237585 


F 


M00056978AA03 

-IVXV/V/v/ JVJ7 / OrV.rVU 


T TP?-PrimPn1nn 

VJ V_/Z/ X X 1X1XV^V71V71X 


2238 


731607 


1873 E08 az43 237586 


F 


M00056979BD03 


T IP?-PrimPn1nTi 

VJ V^X. X i XX JLX V> VJ1VJ1X 


2239 


731302 


1873 K10 ez43 237624 


F 


M00056987DA09 


T IP2-PrimPft1on 

VJV-'X* X X XXXXV^ VJ1VJX1 


2240 


732113 


1873 L10 ez43 237625 


F 


M00056988DF05 

XTX V/VUJU7 00 X*/ . A v*7 


UC2-PrimPolon 

V/V/X. X XiXXXV^/VJlVJXl 


2241 


728013 


1873 M10 ez43 237626 

A «J / «x .XTX X XI i&M |J X* 1 V/^rV 


F 


M00056989DF07 

XV X\J\J\J *J\J S \J XJ .X \J / 


UC2-PrimColon 

U^/X« X liillV/V/lvli 


2242 


730089 


1873 Dllez43 237633 


F 


M00056978AH04 


UP2-PrimPolon 

UV>/£r X x XlLlV^VJlVJiX 


2243 


648034 


1873 E12 bz43 237650 


F 


M00056979CD11 


UC2-PrimPolon 

V/V^XV X 1 XllXV^VJlVJXI 


2244 


729623 


1873 112 ez43 237654 


F 


M00056985AD06 


UC2-PrimColon 


2245 


731317 


1873 M12 ez43 237658 


F 


M00056989DH1 1 


UC2-PrimColon 


2246 


728249 


1873 A13 ez43 237662 


F 


M00056975AH11 

XTAvvv-'V*' < •/li.lll X 


UC2-PximColon 


2247 


613029 


1873 C13 ez43 237664 


F 


M00056977BB06 


UC2-PrimColon 

wv^X« X 1 llLlv vlvil 


2248 


731542 


1873 013 £z43 237676 


F 

X 


M00056993AB08 

lVXV/\7\/«7 U77 JAi IJV/O 


T TP2-Pri iriPolon 

VJ V_s<£» X XUllVyV/lV/XX 


2249 


732535 


1873 G14 ffz43 237684 


F 


M00056981DH02 

iVX\7V7V/w' O X XV ,X XV/ X» 


UC2-PrimColon 

V7vyXy X 1 XLllV^V/Xv/XA 


2250 

X.X..J V/ 


735440 


1873 A16 ez43 237710 

AO / J .xxx v/.i£xvt«7 x»«/ //XV/ 


F 

X 


M00056975BE04 


I TP2-PrimPo1nn 

VJV^XV X IXXllV^VJXVJJX 


2251 


641658 


1 873 Dl 6 ff743 23771 3 


F 

X 


M00056978RG07 


T TP? -PrimPnl nri 

VJV/X« X 1 XI IX V^VJIVJU 




40693 1 


1 873 N1 8 0743 737755 


F 

x^ 


M0005699ir-H1 1 


TTP?-PrimPn1nn 

VJV^X* X iXlliVyVJIVJxI 


2253 


736401 


1873 P18ff743 737757 


F 

X 


M00056994RH05 


T TP? -PrimPnl nn 

VJV^X> XTlXlllVyVJlVJXX 


2254 

X/X,_»*T 


734561 


1873 B?0 j>743 737775 


F 

X 


M00056976r-F05 


T TP? -Prim Pnl nn 

VJ V_/Xo ~X7 1 XlllVyVJlVJIl 


2255 


727151 

t it t XaS X 


1873F20ff743 237779 

lO / «/.X XvV/.gXiTaJ X»«J / / / 7 


F 


M00056980DF07 


T TP?-PrimPnlnn 

UvL 1 X 1X11V_/VJ1VJXL 


2256 


731453 


1 873 T20 e743 237782 


F 

-X 


M00056985rr06 


T IP?-PrimPn1nn 

UvL I 1 XL 1 1 v> VJXVJ1X 


2257 


642649 

Vl*T.X.V7"T7 


1 873 K20 1?743 237784 


F 

X 


M00056988AF06 


T TP? -PrimPnl nn 

vj v^x. x ixxiiv^v/xvjxx 


2258 


642288 ! 


1873 M20 ez43 237786 


F 

X 


M00056990BH07 

1VXW V7 V/«/\/7 7 V/XJ.X XV/ / 


T TP2-PrimPnlnn 

WvL X XXXX1V^V/XV/XX 


2259 


572426 


1873P20ez43 237789 


F 

X 


M00056994CB04 

XVX V/V/ V/ <J \J 7 7 ~ . XJ V/^ 


UP2-PrimColon 

V/ V^XV X X XX11V^V/J.V/XL 


2260 


731358 


1873 K22 ez43 237816 


F 

X 


M00056988BA06 


UP2-PrimColoii 


2261 

X>xAJ X 


471883 


1873N22cz43 237819 

ID / J.llLL.giitJ iJ / 1)17 


F 


M00056Q97AF01 

ItXV/V/ V J U77 Z^xx..XJV/ 1 


T TP? -PrimPnlnn 

VJ\_/X> X XXXX1V/V7XV/U 


2262 


733778 


1 873 .D24.gz43_237841 


F 


M00056978D:A01 


UC2-PrimColon 


2263 


731592 


1873.J24.gz43_237847 


F 


M00056987A:C02 


UC2-PrimColon 


2264 


456236 


1874.D01.gz43_237857 


F 


M00056998C:B10 


UC2-PrimColoii 


2265 


732792 


1874.N01.gz43_237867 


F 


M00057009C:B02 


UC2-PiitnColon 


2266 


733932 


1874.E03.gz43_237890 


F 


M00057000A:A05 


UC2-PrimColon 


2267 


724810 


1874.P07.gz43_237965 


F 


M00057011C:H03 


UC2-PrimColon 


2268 


731317 


1874.B08.gz43_237967 


F 


M00056996D:A02 


UC2-PrimColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


2269 


726408 


1874.D08.gz43 237969 


F 


M00056998DH08 

lUvvvJU ^ uv .x xv \j 


T Ify-PrimfViInn 


2270 


734708 


1874.D12.gz43_238033 


F 


M00056999AG12 


\J V/ X 1 XXI IV^VJlVJll 


2271 


631251 


1874.A15.gz43 238078 


F 


M00056995CH06 


UC2-PrirnfVilnn 

*-/ Vy^/ X X XilXVyV/lvyXX 


2272 


726696 


1874.D16.gz43 238097 


F 


M00056999BD07 


UC2-PrimCol on 

\J \*ri* X X XXXXV^VJxvJXX 


2273 


448202 


1874F16ez43 238099 


F 


M00057001DF02 

IVlUUl/J / WXX-r.X v/z« 


T TP 9 -Pri m Pn! on 

UV/i XT X XXUV^UXUXA 


2274 


734629 


1874H16sz43 238101 


F 


M00057003DF02 


TTr?-PrimPx->1nr» 

Vj V^Z/ X 1 ixxlw^jxUxi 


2275 


561993 


1874K16ez43 238104 


F 


M00057007B G02 


T jr?-PrimPx-.lon 

Uva. X X Xi.Llv_svJJ.UIl 


2276 


407723 


1874J17az43 238119 


F 


M00057006AG10 

XYXV/V/v** / VVvili \J XV/ 


V/^> X X XI 1 1 VJ lvJil 


2277 


736413 


1874K17ez43 238120 


F 


M00057007C-A06 

XtXv/\/v/«/ / v/v/ / Vy./vvU 


T ir?-Prt m Polon 

V X X XXliV^UlUXl 


2278 


556637 


1874P17ez43 238125 


F 


M00057012AD12 


T TP 9 -Pri m P nl on 


2279 


731686 


1874Al9sz43 238142 


F ! 


M00056995D-C1 1 


T TP9 -Pri in Pol on 


2280 


559053 


1874B20ez43 238159 


F i 


M00056997B-C11 


T TP9 -Prim Pol on 


2281 


733625 


1875 J01 ez43 238247 


F 


M00057024BF07 


T TP? -Prim Pol on 

VJ X X llllV_y wivjix 


2282 


461486 


1875 O01 ez43 238252 


F 

X 


M000^7010r-B01 

lYXVVIv/*' / vJV/V/, XJ 


T TP? -Prim Pol nn 

VJ V^Z/"X 1 1111V-/VJ1UX1 


2283 


556019 


1875B02ez43 238255 


F 


M00057014BA02 


T TP?-Prim Polon 

VJ v/A X 1 XlllV_/VJlVJXl 


2284 


732119 


1875 F02 ez43 238259 


F 

X 


M00057018r-F07 


T TP9-PrimPolnn 

VJ V_yZ. X X IXllV-/UxUll 


2285 


411128 


1875 K02 ez43 238264 


F 




TTP?-PrimPolon 

\J V^z. XT X XXII Vv VJlUll 


2286 


732441 


1875 A03 ez43 238270 


F 


M00057012DG03 


T TP?-PrimPolon 

VJ V>Z« X X XlllVsUlv/lX 


2287 


478448 


1875 B03 ez43 238271 


F 


M00057014BB01 

ITlVVv*' / V/ X I JL*. U V/ X 


TJP?-PrimPo1on 

Vj Vvx. X XXXIXwVJXLUl 


2288 


733723 


1875 D03 ez43 238273 


F 

X 


M000570 1 6B- A0Q 


T TP? -PrimPol on 

VJV-/Z. X 1 XI 11 V_>VJ1UXI 


2289 


726173 


1875 103 ez43 238278 


F 

X 


M00057023AH09 


T TP? -Pri mPol on 

VJ X X IX 1 lV_/UlVyll 


2290 


451351 


1875 B04 ez43 238287 


F 


M00057014BB06 


TTP?-PrimPolon 

VJVy^> X XXlliv>Ulv/lX 


2291 


570573 


1875E04ez43 238290 


F 


M00057017AF11 


T TP?-PrimPo1on 

VJV^Z. XT X XXIIV^VXXVJXX 


2292 


655312 


1875K04ez43 238296 


F 


M00057025CD11 


T TP?-PrimPo1on 

VJ X 1 XlilV^/UXV'Xi 


2293 




1875C05 bz43 238304 


F 


M00057015AE02 

l¥XV/V/v/— ' » V/ X JA.JjUL 


T TP?-PrimPo1on 

VJV/^r XT X XillVw'vJXVJXl 


2294 


734091 


1875 F05 ez43 238307 


F 

X 


M00057018DB10 


T IP? -Prim Pol on 

VJ VvZ» 1 1 XlilV^VilxvJXl 


2295 


538582 i 


1875 E06 ez43 238322 


F 

X 


M000570 1 7AG04 


T TP?-PrimPo1on 

VJ X X UllV^VxXVJXl 


2296 


487183 


1875 C07 ez43 238336 


F 

X 


M00057015AG06 


T TP? -Prim Pol on 

VJ 1 1 1X11 V_/V/1VJXX 


2297 


483919 


1875 G07 cz43 238340 


F 


M00057020DA05 

IVXv/\yv/»/ / uZ.UJy,AV/J 


T TP?-PrimPolon 

UV/X> X X XlllVs VJXVJXl 


2298 


651049 


1875 L07 ez43 238345 


F 


M00057027BB11 


I TP2-PrimPolon 

\J\y£* X XXJUXv^VJXVJXX 


2299 


734392 


1875 D08 ez43 238353 


F 


M00057016B-E06 

lilVUV'-' * V/XV/JL^»X^W 


UC2-PrimColon 

U V/Z> X X XXI L V^VJXv/lX 


2300 


557896 


1875 F08 ez43 238355 


F 

X 


M00057018DE05 

XVXv/V/V/-' / ViUX/,X>vJ 


UC2-PrimColon 

VJ V^x. X X XXI IVw- VJXV/XX 


2301 


89082 


1875L08ez43 238361 


F 

X 


M0005 7027B • E04 

XYXV/v/V/*^ ' V/a. # XJ.XwV/T 


T TP? -PrimPol on 

VJV>a. X XXXllV^V/lUXX 


2302 


512863 


1875P08ffz43 2383fV5 


F 


M00057032A-C01 


T TP?-PrimPolon 

VJ V^Z. X 1 XlllV> VJIVJXI 


2303 


474009 




<r 


1V1V/V/V/J f V/IUXJ.IIUO 


T TP?-PrimPolon 

VJ V/Z. XT I XI 11\_/VJ1VJX1 


2304 


729731 


1875.H09.gz43_238373 


F 


M00057022B:A04 


UC2-PriinColon 


2305 


481581 


1875.A10.gz43_238382 


F 


M00057013B:H07 


UC2-PrimColon 


2306 


732550 


1875.C10.gz43_238384 


F 


M00057015AM12 


UC2-PrimColon 


2307 


735336 


1875J10.gz43_238391 


F 


M00057024D:D12 


UC2-PrimColon 


2308 


642693 


1875.P10.gz43_238397 


F 


M00057032A:F12 


UC2-PrimColon 


2309 


733970 


1875.Dll.gz43_238401 


F 


M00057016C:B05 


UC2-PrimColon 


2310 


639629 


1875.Hll.gz43_238405 


F 


M00057022B:F03 


UC2-PrimColon 
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SEQ 
ED NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


1 

LIBRARY 


2311 


731577 


1875.Lll.gz43_238409 


F 


M00057027B:F06 


UC2-Primro1on 


2312 


733354 


1875.B12.gz43_238415 


F 


M00057014C:E01 


UC2-PrimColon 

w \~/-C. X X XLX 1 \-/\J XKJLx 


2313 


626791 


1875.F12.gz43_238419 


F 


M00057019AG04 


UC2-PrimColon 

V/VA X X XXXX \s\JL\JXx. 


2314 


559699 


1875.H12.gz43_238421 


F 


M00057022BH04 


UC2-PriinCo1on 

\J\*f£* X X XXLXV^UllyXl 


2315 


726208 


1875.A13.gz43_238430 


F 


M00057013C:E09 


UC2-PrimColon 

w X X XL IX V* 1 VJLVJXl 


2316 


730828 


1875.B13.gz43_238431 


F 


M00057014C:E03 


UC2-PrimColon 

X X XXXI VA/1UU 


2317 


390968 


1875.113.gz43_238438 


F 


M00057023D:D05 


UC2-PrimColon 


2318 


471522 


1875.013.gz43_238444 


F 


M00057031AH02 


UC2-PrimColon 


2319 


731838 ! 


1875.D14.gz43_238449 


F 


M00057016C:E04 


UC2-PrimColon 


2320 


726476 


1875.H14.gz43_238453 


F 


M00057022C:D12 


UC2-PrimColon 

V/ VTA> X X XXII V/ v/xv^xx 


2321 


466920 


1875.114.gz43_238454 


F 


M00057023DD08 


UC2-PriiTiColon 


2322 


732712 


1875.N14.gz43_238459 


F 


M00057029DA06 


X X XXLIV^VJ JLWXX 


2323 


561338 


1875.014.gz43 238460 


F 


M00057031B-A01 


TIP7-PrimPx^lnn 


2324 


733756 


1875.A15.gz43 238462 


F ! 


M00057013C-H01 

lHUu v J / V X -J V-/ ,X X\J X 


T IC^-PiiiTiPnlnii 

w X 1 XillV^UJlwJLJ. 


2325 


484023 


1875.C15.gz43 238464 


F 


M00057015BE01 


T TP?-PrtmPn1nn 


2326 


557262 


1875.D15.gz43 238465 


F 


M00057016CE11 1 


T JP^-Pri iTifTiIrm 


2327 


559096 


1875.E15.gz43 238466 


F 


M00057017CE03 


T ICO -PrimPnlnn 


2328 


455148 


1875.F15.gz43 238467 


F 


M00057019C-C08 


TJC7-Primrnlnn 

X X IX IX vyUiUXl 


2329 


616985 


1875.I15.gz43 238470 


F 


M00057023D-E11 

J.TJ.VvV/v' / \J 4m* -J X*F m X*m* X X 


TJC2-Primrnlon 


2330 


733479 


1875.N15.gz43 238475 


F 


M00057029DF01 


UC2-Primrn1nn 

w V/<6 x x xlliv>v | lv/iX 


2331 


558134 i 


1875 F16 ez43 238483 


F 


M00057019CE03 


VyA"X X Xll 1 \y VJJLLU1 


2332 


703298 I 


1875.D17.gz43 238497 


F 


M00057016DB07 




2333 


477797 


1875 G18 az43 238516 


F 


M00057021BB07 

iTlVUUJ 1 \J X XJ . XJ v/ / 


I TC9 -Pri tn Pnlnn 


2334 


432159 


1875L18gz43 238521 


F 


M00057027DA12 


T 1C 9 -P ri m C nl n n 


2335 


736385 ! 


1875.P18.gz43 238525 


F 


M00057032D-A04 


TJCl-PrimCnlrm 


2336 


619265 


1875.B19.gz43 238527 


F 


M00057014DE05 


UC2-PrimColon 


2337 


4255 


1875.F19.gz43 238531 


F 


M00057019D-C02 


TJC^-Primrnlnn 

1 X XX1L\_/V/1V^XX 


2338 


554080 


1875.M19.gz43_238538 


F 


M00057028D:D09 


UC2-PrimColon 


2339 


734074 


1 875 .C2 1 .gz43_23 85 60 


F 


M00057016AB04 


UC2-PrimColon 


2340 


734177 


1 875 .E2 1 .gz43_238562 


F 


M00057018A-C05 

XT X\J \J V/ -J § \J X \JX X . vx V*/ 


UC2-PrimColon 


2341 


727761 


1875.121. gz43 238566 


F 


M00057024AD08 


UC2-PrimColon 


2342 


733209 


1875.L21.gz43 238569 


F 


M00057027DD07 


T 1CD -PrimOnlon 

x 1 XXllV_/VJIVyXX 


2343 


512377 


1875.A22.gz43 238574 


F 


M00057014AB11 


Ur?-Prini Colon 


2344 


733664 


1875.B22.gz43 238575 


F 


M00057014DG10 


UC2-PrimColon 

wVy^i X X XllXVyV/J.VsXX 


2345 


640904 


1875 D22 ez43 238577 


F 


M00057016DH03 


T ir?-PrimPx^1nn 

\J \s*£t X x lxlA\s\Jx\JxX 


2346 


425203 


1875.N22.gz43_238587 


F 


M00057030B:B03 


UC2-PrimColon 


2347 


557164 


1875.B23.gz43_238591 


F 


M00057014D:H01 


UC2-PrimColon 


2348 


494450 


1875.C23.gz43_238592 


F 


M0OO57016A:GOl 


UC2-PrimColoxi 


2349 


639427 


1875.F23.gz43__238595 


F 


M00057020A:F09 


UC2-PrimColon 


2350 


554693 


1875.H23.gz43_238597 


F 


M00057022D:E10 


UC2~PrimCoIon 


2351 


732598 


1875.K23.gz43_238600 


F 


M00057026DA05 


UC2-PrimColon 


2352 


495241 


1875.M23.gz43_238602 


F 


M00O57O29A-.CO8 


UC2-PriinColon 
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ORIEN 
T 


1 CLONE ID 


LIBRARY 


2353 


735989 


1875.N23.gz43_238603 


F 


M00057030BF01 

XTX\/\/V/— ' t \J ~J . X vl 


T IP7-PrimPnlnn 


2354 


726044 


1875.124.gz43_238614 


F 


M00057024BA11 


T TP 1 -Prim Pnl nn 


2355 


728791 


1 875 X24.gz43_23 86 17 


F 


M00057027DG03 


T TP 9 -Pri m Pnl nn 


2356 


562769 


1875.N24.gz43_238619 


F 


M00057030ClA05 


T JP^-PrimPnlnn 


2357 


479208 


1875.P24.gz43_238621 


F 


M00057033AD08 


TJP7-PrimPo1nn 

W V_/^. X X XIllV^V/JXJXX 


2358 


4244 


1876.C03.gz43_238656 


F 


M00057035CE10 


TJP2-PrimPo1fiti 


2359 


732159 


1876.K03.gz43_238664 


F 


M00057046AF02 


UC2-PrimPolon 


2360 


473026 


1876.E04.gz43_238674 


F 


M00057038AH07 


UV/Zi X 1 XI XL V^UXVJXX 


2361 


736385 


1 876.B05 .gz43_23 8687 


F 


M00057034CG12 


UC2-PrimColon 

wv^^ X X XI II wVJXVJXX 


2362 


734466 


1876J05.gz43_238695 


F 


M00057045A:C04 


UC2-PixmColon 


2363 


668731 


1876.K05.gz43 238696 


F 


M00057046AG05 


T IP2-PH mPolnti 

vVi X X XXII \^AjM\JlX 


2364 


736881 


1 876.H06.gz43_23 8709 


F 


M00057042D:E06 


I JP2-Prim Colon 


2365 


466920 


1876.G06.gz43 238716 


F 


M00057051BE09 


T JP2-PrimPolon 

\J XT XXXllVxV/XV^Xl 


2366 


728353 


1876.E07.gz43_238722 


F 


M00057038CB06 


UC2-PrimColon 

X 1 XXXXV^V/lVJiX 


2367 


732246 


1876.N07.gz43 238731 


F 


M00057049DF12 


I IP9-PrimPo1oii 


2368 


468296 


1876.A08.gz43 238734 


F 


M00057033CB03 


T IP9-PrimPo1nn 
u x i xxiiv-/VXv;xx 


2369 


454819 


1876.E09.gz43 238754 


F 


M00057038CG08 


T IP? -Prim Pnl nn 

Ui'f 1 X1X1\»AJ1\JX1 


2370 


481293 


1876.M10.gz43 238778 


F 


M00057048CE04 


T IP7-PrimPo1nn 

X 1X1XX\m/1/XUX1 


2371 


735815 


1876.Ell.gz43 238786 


F 


M00057038DA12 

IfXvvvJ f \J \J X.J' *-jTX. X Xy 


I JP2-PrirnCo1on 


2372 


732315 


1876.H12.gz43 238805 


F 


M00057043AG07 


IJP2-PriniPolon 


2373 


558573 


1876M12sz43 238810 


F 


M00057048CH11 


T TP7-PrimPn1nn 


2374 


492627 


1876G13gz43 238820 


F 


M00057041DC08 


UC2 -PrimPolon 

w X X IX XX VsV/Xv/Xl 


2375 


732042 


1876K14ez43 238840 


F 


M00057046PF0^ 


T TP7-PrimPn1nn 


2376 


737087 


1876N14ez43 238843 


F 


M00057050BF06 


T TP7-PrimPo1nn 

U vi I 1 XXlXwUXLUl 


2377 


456469 


1876A16ez43 238862 


F 


lvivvuj / \y J j JL/.X lv 


T TP 9 -Prim Pnl nn 


2378 


735871 


1876 116 ez43 238870 


F 


M00057044PR05 


TIP? -Prim Pnl on 

Uva f 1 XlllV>VJlWXl 


2379 


736855 


1876 F18 ez43 238899 


F 


M0005 7040D H04 


T TP? -Prim P nl nn 

\J **X X XiliwUXLUI 


2380 


732562 


1876M20ez43 238938 


F 


M00057048DH10 


T TP? -Prim Pnlnn 

W V/^ XT 1 XlllWVXUXl 


2381 


727321 


1876.G22.gz43 238964 


F 


M00057042BA10 


T TP? -Prim Polon 

\J\s£* X 1 XillV^V^lUXX 


2382 


638857 


1876.H22.gz43 238965 


F 


M00057043CH11 


lJP2-PrimPolon 

X X XllJlV^vXV/XX 


2383 


735972 


1876 A23 ez43 238974 


F 


M00057034BB01 


T TP? -PrimPolon 

UV/A 1 JL XillV^VJXUXX 


2384 


735054 


1876.L23.gz43 238985 


F 


M00057047DH04 


UC2-PrimPolon 

V-/ X 1 IXXlV^V^IwXX 


2385 


554854 


1885 M01 ez43 239018 


F 


M00057068DF04 


TTP?-PrimPo1on 


2386 


731262 


1885 OOl ez43 239020 


F 


M00057071AA10 


UP2-PritnColon 

wv^z* x ixniv^vJx\_rxi 


2387 


729981 


1885.C02.gz43 239024 


F 


M00057055C-F01 


UC2-PrimColon 

\J\^£* X 1 XXXI VA/l wXX 


2388 


735292 


1885.F02.gz43 239027 


F 


M00057059D:H09 


UC2-PrimColon 


2389 


726699 


1885.L02.gz43_239033 


F 


M00057067D:H06 


UC2-PrimColon 


2390 


624133 | 


1885.O02.gz43_239036 


F 


M00057071A:B04 


UC2-PrimColon 


2391 


645262 


1885.A03.gz43_239038 


F 


M00057053A:A02 


UC2-PrimColon 


2392 


558549 


1885.K03.gz43_239048 


F 


M00057066D:B03 


UC2-PrimColon 


2393 


736093 


1885.L03.gz43 239049 


F 


M00057068A:C10 


UC2-PrimColon 


2394 


733573 


1885.G04.gz43_239060 


F 


M00057061B:H02 


UC2-PrimColon 
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ID NO 


CLUSTER 


SEQ NAME 


OWEN 
T 


CLONE ID 


LIBRARY 


2395 


481366 


1885.104.gz43_239062 


F 


M00057064B:H10 


UC2-PrimColon 


2396 


556385 


1885.N04.gz43_239067 


F 


M00057070A:B07 


UC2-PrimColon 


2397 


559656 


1885 .L05 .gz43_23908 1 


F 


M00057068A:F05 


UC2-PrimColon 


2398 


446616 


1885A06.gz43 239086 


F 


M00057053AD11 


Uf^-PrimfYiloTi 

V> v>X* X 1 Uli\_/Ul KJ1X 


2399 


728445 


1 885 .C06.gz43_239088 


F 


M00057055CH07 


UC2-PrimColon 


2400 


732223 


1885.D06.gz43_239089 


F 


M00057056D:F11 


UC2-PrimColon 

vvA X 11X11 V^VJlx/lX 


2401 


595506 


1885.G06.gz43_239092 


F 


M00057061C:D04 


UC2-PrimColon 


2402 


627515 


1885.K06.gz43 239096 


F 


M00057066DE01 

4»*V * WvX^aXWwX 


UC2-PrimCoIon 


2403 


730528 


1885.L06.gz43 239097 


F 


M00057068AF07 


UC2~PiimColoTi 

V/VsX# X lUllVyUlUll 


2404 


451233 


1885.E07.gz43 239106 


F 


M00057058DG08 


UC2-PrimColon 


2405 


728884 


1885.H07.gz43 239109 


F 


M00057063A:C08 


UC2-PrimColon 


2406 


541793 


1885.I07.gz43 239110 


F 


M00057064CF11 


UC2-PrimColon 

VJVsX* X IXLllVsl/lVJlX 


2407 


736415 


1885.L08.gz43 239129 


F 


M00057068AG05 


UC2-PrimColon 


2408 


552641 


1885.F09.gz43 239139 


F 


M00057060BD07 


UC2-PrimColon 


2409 


736156 


1885.G09.gz43 239140 


F 


M00057061DD03 


UC2-PrimColon 

W> X 11X11 V/vlvU 


2410 


560581 


1885.M09.gz43_239146 


F 


M00057069A:F09 


UC2-PrimColon 


2411 


654723 


1885.D10.gz43 239153 


F 


M00057057AG01 


UC2-PrimColon 

VVm X 11X1 1 V^X/IV/IX 


2412 


731449 


1885.E10.gz43 239154 


F 


M00057059A:B04 


UC2-PrimColon 

\y X X JLL1X VyVlV/ii 


2413 


452623 


1 885 .Gl 0.gz43J23 9 156 


F 


M00057061D.F05 


UC2-PrimColon 


2414 


732072 


1885 M10ez43 239162 


F 


M00057069AH08 


UC2-PrimColon 


2415 


452224 


1885.P10.gz43 239165 


F 


M00057072C.A03 


UC2-PrimColon 

W V^X> X 1 Uli v\/l vil 


2416 


550637 


1885.Kll.gz43 239176 


F 


M00057067B:C11 


UC2-PrimColon 


2417 


453508 


1885.Mll.gz43 239178 


F 


M00057069BA08 


UC2-PrimColon 


2418 


732872 


1885.A12.gz43 239182 


F 


M00057053CB10 


UC2-PrimColon 


2419 


735283 


1885P12ez43 239197 


F 


M00057072CA09 


UC2-PrimColon 


2420 


422590 


1885 D13 sz43 239201 


F 


M00057057BE06 


Ur2-PritnColon 

vv^ X l UilvvivU 


2421 


422242 ! 


1885J13.gz43 239207 


F 


M00057066AA09 


UC2-PrimColon 

V-/ V</X> X A XXAX^/V/XX^XX 


2422 


471982 


1885.D14.gz43 239217 


F 


M00057057BE07 


UC2-PrimColon 


2423 


736285 


1885.H14.gz43 239221 


F 


M00057063B:F06 


UC2-PrimColon 

vyvyx« X 1 UlII V> VJLV/i.1 


2424 


734787 


1885.P14.gz43 239229 


F 


M00057072CC02 


UC2-PrimColon 


2425 


733623 


1885.A15.gz43 239230 


F 


M00057053CG04 


UC2-PrimColon 

WVyX< X JLX1JL1V/V/1V/1X 


2426 


736318 


1885.D15.gz43 239233 


F 


M00057057B:G03 


UC2-PrimCoIon 


2427 


677769 


1885.A16.gz43 239246 


F 


M00057053DD01 


UC2-PrimColon 

Vi/V<yX> X 1U11V/V1VU 


2428 


726380 


1885.B16.gz43 239247 


F 


M00057055BD07 


UC2-PrimColon 


2429 


134501 


1885.C16.gz43 239248 


F 


M00057056BC06 


UC2-PrimColon 


2430 


731844 


1885.F16.gz43_239251 


F 


M00057060C:D05 


UC2-PrimColon 


2431 


730472 


1885.B17.gz43_239263 


F 


M00057055B:E10 


UC2-PrimColon 


2432 


455884 


1885.C17.gz43_239264 


F 


M00057056B:D05 


UC2-PrimColon 


2433 


669159 


1885.H17.gz43_239269 


F 


M00057063C.C04 


UC2-PrimColon 


2434 


736146 


1885.K17.gz43_239272 


F 


M00057067C:D04 


UC2-PrimColon 


2435 


729502 


1885.A18.gz43_239278 


F 


M00057054A:B12 


UC2-PrimColon 


2436 


731830 


1885.C18.gz43_239280 


F 


M00057056B:D11 


UC2-PrimColon 
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SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


2437 


706245 


1885.N18.gz43_239291 


F 


M00057070CH10 


UC2-PrimColon 

V XT X IX il \*/%JM\JXX 


2438 


631526 


1 885 .PI 8 .gz43_239293 


F 


M00057072C*H01 


UC2-PrimColon 

*-/ v^Z» x 1 xxX&V^WXV/Xl 


2439 


736113 


1885.A19.gz43 239294 


F 


M00057054AD01 


UC2-PrimColon 


2440 


567005 


1885 B19 sz43 239295 


F 


M00057055BF05 


T Jr2-PriniPo1nTi 

VJV-»£»~X 1 llLLVw'SJXVJXX 


2441 


730128 


1885 K19 ez43 239304 


F 


M00057067CH09 

iTlv vUJ » V/W / Villi// 


TIC? -Prim Cri\nr\ 

V^V/x. X X xlxLw\JxUxx 


2442 


620462 


1885.E20.gz43 239314 


F 


M00057059CH02 


Ur2-Priinrn]oii 

w X 1 xlxiV^VJiUxi 


2443 


450551 


1885 F20ez43 239315 


F 


M00057060D-C09 


\J V/L X 1 Xlll V/VJlWXl 


2444 


724773 


1885 L20 ez43 239321 


F 


M00057068DB03 


1^7^1-1111^01011 

\J Ks£- IT J. U11\_/U1 SJi± 


2445 


735028 


1885N20ez43 239323 


F 


M00057070DB08 


UC2-PrimColon 


2446 


476947 


1885 E21 ez43 239330 


F 


M00057059D-A09 


TTr2-PnmPnlnii 

UvA X7 lUllV^VlUxl 


2447 


420958 


1885 121 ez43 239334 


F 


M00057065r-B07 

1V1UVUJ / vUJl/.Uv / 


T TP7-PrimPjnlnn 


2448 


447758 


1885 021 &z43 239340 


F 

X 


MOG057071DE01 

ivxvyv/v/ j i \j i xxs.xjvrx 


\J X 1 xlliV^UlVJil 


2449 


447075 


1885G22pz43 239348 


F 

X 


xYXl/V/V/»7 / VUZ.i/.llu'T 


T TP7-PrimPn1nn 

U V>^< 1 IllllVyUIUIl 


2450 


455248 


1885 T\22 f*r43 239353 


F 


MOOOS7nfiRnroQ 

AYXVVV/.J / UUOL/.VyU7 


T TP7 -PrrmP-nlnn 


2451 


732351 


1 885 022 ffz43 239356 


F 

X 


M00057071DG01 

IVxw WUJ / V/ / X XV . VJ V/ X 


T TP7 -PrimPnlnn 

U X x ill 1 v^UlUll 


2452 


620159 


1885 P22 ez43 239357 


F 


M0G057073 AB1 2 


T TP7 -PrimCnlnn 

X lxlllV^AJlVJll 


2453 


472704 


1885 K23ffz43 239368 


F 

X 


M00057067DF03 


T TP7-PrimPnlr»n 

KJ \*r£* X. 1 1111 V/V/IAJlx 


2454 


649349 


1885 N23 sz43 239371 


F 


M00057070D-G03 


T ir7-Prfmnnlnii 

UVi> X7 1 xlJJV^JlvJll 


2455 


735216 


1885 F24 ez43 239379 


F 

X 


M00057061 AF09 

1VXvV/w«^ 1 \J\J 1/1,1 v7 


T ir7-Pri mPnlnn 


2456 


572273 | 


1885 J24 ez43 239383 


F 

X 


M00057066C-B02 


T Tr7-Pi*imrnlnn 

vJ V/L i 1 xlllwUxVJxl 


2457 


736210 


1885 L24 ez43 239385 


F 

X 


M00057068OE05 


T If^-PrimPnlnn 


2458 


731358 


1886M02 ez43 239418 


F 

X 


M0005 708 8T5E02 


T ir7-PrimPr»lnn 

vy V/4f i 1 U UWUlVlIX 


2459 


639629 


1886 D03 ez43 239425 


F 

X 


M00057077BB06 


T rr7-PrimCnlnn 

\J V/X< X 1 xlLLV^UlUxl 


2460 


733910 


1886 L03 ffz43 239433 


F 

X 


M00057087BA07 


T Tr , 7-PritYiPn1nn 


2461 


473588 


1886N04ez43 239451 


F 


M00057090AB02 


T TP7 -Primnnlnn 

\J V/X> X X 11 11 WUHJXl 


2462 


727407 


1886N05ez43 239467 


F 


M00057090AC03 


UC2-PrimColon 

Uvi X XXllXwUxUU 


2463 


368965 


1886H07ez43 239493 


F 


M00057082CG03 


Ur2-Primrolon 


2464 


734059 


1886 L13 sz43 239593 


F 1 

X 


M00057087DB04 


TJr2-PrimColon 

UV/ii X 1 Xlllv^VylL/11 


2465 


419465 


1886 P15 £tz43 239629 


F 

X 


M00057092CA05 


X X XlllV^ Ul Vll 


2466 


732487 


1886 A18 ez43 239662 


F 

X 


IVIUUUJ f \J I Jl/ .X luJ 


1 IP7 -Pri mnnlnn 

\J vi 1 1 xlll\_A71l-/xl 


2467 


538582 


1886 M20 ez43 239706 


F 

X 


MG0057089B-D0 1 


T rC7-Prirn Crdcm 

UvA X X xlllV^Vlvll 


2468 


732131 


1886 022 ez43 239740 


F 

X 


M00057091DF11 


T ICO -Primfolon 

\J X X XlllV>L/lk7xl 


2469 


556212 


1886F73az43 739746 


F 


M00nS7079A-F0S 


T TP7-Pi-imr , nlfin 

U x 1 iLUv>VJlUll 


2470 


731966 


1 886 M74 az43 239770 


F 




T TO-PrimPnlnn 


2471 


732873 


1RR7 T07 <rz43 739809 


F 




U v/ <o ~x 1 xxxl 1UH 


2472 


732550 


1887.G02.gz43_239813 


F 


M00057099D:D11 


UC2-PrimColon 


2473 


731477 


1887.D04.gz43_239842 


F 


M00057096C:B08 


UC2-PrimColon 


2474 


485441 


1887.104.gz43_239847 


F 


M00057102A:F12 


UC2-PrimColon 


2475 


533689. 


1887.B05.gz43_239856 


F 


M00057094B:D07 


UC2-PrimColon 


2476 


735515 


1887.H05.gz43_239862 


F 


M00057100D:E09 


UC2-PrimColon 


2477 


678846 


1887.M06.gz43__239883 


F 


M00057106A:H04 


UC2-PrimColon 


2478 


638908 


1887.P06.gz43_239886 


F 


M00057110CA04 


UC2-PrimColon 
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LIBRARY 


2479 


516799 


1887.L07.gz43_239898 


F 


M00057105C:C06 


UC2-PrimColon 


2480 


553898 


1887A08.gz43_239903 


F 


M00057093C:A02 


UC2-PrimColon 


2481 


644354 


1887.F09.gz43_239924 


F 


M00057099A:C04 


UC2-PrimColon 

V/ A* X. X XXXI 


2482 


731697 


1 887.K09.gz43_239929 


F 


M00057104DA02 


UC2-PrimColon 


2483 


645139 


1887.F10.gz43_239940 


F 


M00057099A:H12 


UC2-PrimColon 


2484 


732885 


1887.O10.gz43J239949 


F 


M00057109A:F11 


UC2-PrimColon 

V> V> X X XL A. A ^/Xvi A- 


2485 


736634 


1887.All.gz43J239951 


F 


M00057093C:E01 


UC2-PrimColon 


2486 


457842 


1 887.D 1 1 .gz43_239954 


F 


M00057096D:H05 


UC2-PrimColon 


2487 


654475 


1 887.F1 1 .gz43_239956 


F 


M00057099BA06 


UC2-PrimColoii 

X*/ V*/X* X A AAA1 \_/\ u i'A\_sAA 


2488 


543772 


1887.112.gz43_239975 


F 


M00057102B:E12 


UC2-PrimColon 


2489 


734344 


1887.L12.gz43_239978 


F 


M00057105C:G02 


UC2-PrimColoxi 


2490 


693869 


1887.N12.gz43_239980 


F \ 


M00057108B:A12 


UC2-PrimColon 


2491 


733*348 


1 887.0 12.gz43_23998 1 


F 


M00057109AH09 


UC2-PrimColon 

X>X* X A XLXLx^ wlwXi 


2492 


733209 


1 8 87.L 14.gz43_2400 1 0 


F 


M00057105D:C10 


UC2-PrimColon 

V-/ \*/X* X X XI A IW/lyLL 


2493 


401368 


1887.F15.gz43 240020 


F 


M00057099BD02 


UC2-PrimColon 


2494 


452276 


1887.I17.gz43 240055 


F 


M00057102DC11 

JLTA V V \J *J f J. vmX#* vl X 


UC2-PrimColon 

V>Xr X X XXXI Vvlvli 


2495 


736220 


1887.P17.gz43 240062 


F 


M00057110D:E12 


UC2-PrimColon 


2496 


735584 


1887.G18.gz43 240069 


F 


M00057100C:F02 


UC2-PrimColon 

V-/ v*/x» x x 1 ' » " w \ r m * 


2497 


448325 


1887.J19.gz43 240088 


F 


M00057104AH06 


UC2-PiimColon 


2498 


732312 


1887 019 sz43 240093 


F 


M00057109CD10 


UC2-PrimColon 


2499 


477387 


1887C20ez43 240097 


F 


M00057096BC05 


UC2-PrimColon 


2500 


729222 


1887D20sz43 240098 


F 


M00057097BE02 


UC2-PrimColon 


2501 


733972 


1887F20ez43 240100 


F 


M00057099CA06 


UC2-PrimColon 


2502 


735113 


1887 B21 ez43 240112 


F 


M00057095AF11 

ATX VWW * \J *r *J J. V . X X X 


UC2-PrimColon 

W X M. XXL1 VsVslVSXl 


2503 


650920 


1887.I21.gz43 240119 


F 


M00057103AF11 

ITlv v\/«/ * X v*/i X«X X X 


UC2-PrimColon 

Km/ V>X* X X till y^y y/ 1 \J1 A. 


2504 


729560 


1887.024.gz43 240173 


F 


M00057110A:A03 


UC2-PrimColon 

V^X* X i XiXiW V A VIA 


2505 


415825 


1888.A01.gz43 240175 


F 


M00057112AC12 

JlTXU \J\JmJ § X XXVX X . V> XX* 


UC2-PrimCoIon 

w Vm X 1 AAA1 w vl V/AA 


2506 


733225 


1 888 .DO 1 .gz43_240 178 


F 


M00057115D:C10 


UC2-PrimColon 

\J %^X* X A XXXA VVlV/lL 


2507 


732113 


1888.D02.gz43_240194 


F 


M00057115D:D06 


UC2-PrimColon 


2508 


568632 


1888.L03.gz43_240218 


F 


M00057126DA04 


UC2-PrimColon 


2509 


736539 


1888J04.gz43_240232 


F i 


M00057124A:G08 


UC2-PrimColon 


2510 


602673 


1888.D05.gz43_240242 


F 


M00057115D:F06 


UC2-PrimColon 


2511 


553264 


1888.F06.gz43J240260 


F 


M00057118B:E10 


UC2-PrimColon 


2512 


555655 


1888.G06.gz43_240261 


F 


M00057120A:D01 


UC2-PrimColon 


2513 


736534 


1888.K06.gz43 240265 


F 


M00057125CB11 


UC2-PriixiColon 

^/X# X X itii^mivixx 


2514 


451764 


1888.O06.gz43_240269 


F ! 


M00057129D:F03 


UC2-PrimColon 


2515 


732896 


1888.D07.gz43_240274 


F 


M00057116A:B06 


UC2-PrimColon 


2516 


733365 | 


1888.107.gz43_240279 


F 


M00057122D:A01 


UC2-PriniColon 


2517 


736548 


1888.O08.gz43_240301 


F 


M00057130A:A02 


UC2-PrimColon 


2518 


553338 


1888.H09.gz43_240310 


F 


M00057121BH10 


UC2-PrimColon 


2519 


105056 


1888.K10.gz43_240329 


F 


M00057125C:E02 


UC2-PrimColon 


2520 


288535 


1888.O10.gz43_240333 


F 


M00057130A:A11 


UC2-PriixiColOxi 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEONAME 


ORIEN 
T 






ZJZ1 


4J J /J J 


1 988 017 rr-r43 74H357 
1000.01Z.gZ4j_Z4lO J / 


r 


MUUl/j /IzUCJoUy 


U Oz-r nmLolon 


7577 
ZJZZ 


557750 
JJZ/OJ 


1888 T-F17 r»«»43 74H35B 
looo.JnUZ.gZ4j_Z4UJJo 


TJ 

r 


MUUU5/lzlL.liUo 


U Lz-FninColon 


7573 

ZJZJ 


707007 
/ JZyj 1 


1 888 T17 rrT/lO 74H350 
looo.llZ.gZ4J__Z4UJjy 


u 
r 


"NiTAAn^ll OO A >TJAA 

MUUU-) / Izi Air Uy 


TTp^ T>«^-*/^^.1«.« k 

U Lz-r nmColon 


7574 
ZJZ4 


54740A 
J4Z4yU 


1Q88 V17 rrT/10 7/IA0£1 

looo.Jvlz.gZ4j_z4Uiol 




MUUU3 / lz ju.dvZ 


UL2-rnmLolon 


7575 
ZjZj 


550AOTT 
JjJUo/ 


1 000 t n *v~/to o/fA^iCo 
looo\LlZ.gz4j_z4Uioz 


r 


M00057 1 27A:E 1 0 


UC2-PnmColon 


757£ 
ZjZO 


ouy4jy 


1888 fl14 cttAI 74A0BO 
looo.ul 4.gZ4 J_Z4U 5 oy 


r 


TViTAA AC 1 1 O A/^.TJAO 

MUUU3 /lzUC:rUo 


ULz -r nmLolon 


7577 
1.0 LI 


70/roin 
/JOolU 


1 888 HI A f»T/10 74A3Q7 
looo.LJ14.gZ4J_Z4U.5y / 


r 


A>TAAAC71 OA A •T\'\ A 


UCz-rnmColon 


7578 
ZJZo 


705Q5O 


18Q8 T 15 rrrr/10 7/IA/11A 

J. OOO .JL 1 J .gZ4j_Z4U4 1 U 


r 


A>TAAAC71 OT A .T_T1 A 

M0005 7 1 z7A:rl 1 u 


UCz-rrimColon 


7570 


JOU0O0 


1 888 XJ1 7 rvtv/10 7/1A/108 

looo.xll /.gZ4j_z4U4Jo 


r 


Ji/f AAAC71 A . A A*7 

MU00571zzA:A07 


UCz-rnmColon 


750fi 
ZjjU 


77 £ 1 7 A 
/ZOl /O 


1 888 TJ1 7 r***/IO 0/1A/t/f£ 

looo.rl / .gZ4j_z4U440 


T7 

r 


AyTAAACTl O 1TVT\AO 


ULz -FnmLolon 


757.1 


774057 
/Z4yjZ 


1888 A 1 8 rr-TilO 74fl447 
1 0 5 0 . A 1 0 .gZ4 J_Z4U44 / 


T7 

r 


MUUUj / 1 IzJJ.LjUo 


ULz-FrimLoloii 


7507 
ZjjZ 


IUjU 


1 888 TJ1 8^/10 74A/15/1 

looo.irlo .gz4 J_z4U4 J 4 


r 


\AJ AAA5T1 OO A .i^CkA 

MUUO 5 7 lzzA:CU4 


ULz-rnmLolon 


757.0 


454QA 1 


1 888 T 18 o-y40 74H458 
1 0 0 0 . JLr 1 0 .gZ4 J_Z4U4 J 0 


r 


A/fAnA571 77tJ'"Tfc1 A 
MUUU3 / lz /Jd.JJIU 


ULz-rnmLolon 


7504 
ZJJ4 


£43517 


1888 O10 rr-r/10 74A4A5 
looo.Uiy.gZ4o_Z4U40j 


17 


XyTAAACTI 1 «/^."D 1 1 

MUUU3 / 1 IjI^.dI 1 


U Lz-r nmLolon 


7535 
Zjj J 


733AA/; 


1 888 TJ1 0 rr-r/10 7/tH/17n 
1 0 0 0 .11 1 y .gZ4 J_Z4U4 / U 


T7 

r 


1V/TAAA57 1 77 A «r* 1 1 
MUUU3 / IzzA.Cl 1 


ULz-x'nmLolon 


753A 
ZJ jo 


700171 
/ J J 1/1 


1888 A7fl rr^/lO 740470 
looo.AZU.gZ4J_Z4U4 fy 


r 


1V4 ftf^A57 1 1 0 A • A H8 
JYIUUUj / 1 l^A.AUO 


TTP7 l>«rvir l J n1/x« 

u Lz-rnmLoion 


9 537 
Zj J 1 


705H1 8 
/JjUlo 


1888 P7H rt-r40 74/1480 
1 0 0 5 . DZ U .gZ4J_Z4U4 0 U 


r 


A/TAAA571 l/irMJAT 

MUUU3 / 1 14CnU / 


ULz-rnmLolon 


7538 


/Zo4/y 


1888 1371 rrrAO 74A40A 
1 000 .rJz 1 .gZ4o_z4U4yo 


T7 

r 


1V/TAAA571 l/l/^.TJAO 

MUUU3 / 1 14Cr Uo 


U Lz-r nmLolon 


750G 

zjjy 


77£575 
/ZOJ / J 


1QQQ TOI r^-wA 1 1A(\S.r\A 

1 00 0 . Jz 1 .gZ4 J_z4U j U4 


T7 

r 


AyTAAAC71 O^ A . A f\H 

MUUU3 / IzoAlAU / 


ULz-rnmLolon 


754A 


704<A#£ 


19 CO ¥77 rv-wtO 7/in510 

1 0 0 0 .Izz ,gz4i _Z4U j 1 y 


TJ 

r 


TV>fAAA5'71 OOT\.TJA / 7 

MUUU3 / lzJJJ.rU / 


TTr*o D«*«r A i«« 

ULZ-rnmLolon 


7541 
ZJ41 


707/17/C 


18Q8 T\70 r**wA1 7/IH50A 
1 0 O O AJLD .gZ4o__z4U J J I) 


TJ 

r 


TVyTAAACTI liC/^.TJTAn 


U Lz-r nmLolon 


7547 
Zj4Z 


£5A7£0 
OJOZOJ 


18Q8 TJTT2 r*-wA1 0/1050/1 

1 000 .Hz J ,gZ4J_z4U Ji4 


TJ 

r 


AA'AAA5 f 71 00"D«TJA/I 

JYIUUU3 / lzzr>.rU4 


ULz-rnmLolon 


75/10 
Zj4j 


£/CO£1 O" 


IOOO X r 70 A 1 O/in^OT 

looo.Kzj.gz4i_z4Uji / 


T7 

r 


MUUU3 / izoC:LAD 


ULz-rnmLolon 


zj44 


AH A 1 AO 

474 lUo 


IOOO A 1 ^ Af\C A£. 

looo.Dz4.gz43_z4054o 


T7 
F 


M0U057116D:B10 


UC2-rnmColon 


75/15 

zj4j 


/If 0 1 

4jjjo1 


1000 T)A r*r.A1 O/IAC^O 

loooJz4.gz43_z4U3jz 


T7 

r 


TV>fAAAC71 0< A •TJA'? 

MUUU57 125 Air U7 


U Lz -r nmLolon 


754£ 
zj4d 


/M7£Q7 

44/oyz 


1 88Q T 7/1 r*-*A 0 0/1A55/1 

1 0 0 0 . JLz4 .gz4 i_Z4U. j j 4 


T7 

r 


"A/TAAAC71 OT/^.TJAO 

MUUUj / lz /C:rU3 


U Lz -r nmLolon 


7547 
ZJ4/ 


70 5 5 1 A 

/jjj14 


1 888 \/f)A rwrAI 7/1A555 
looo.Mz4.gZ4j_Z4U3jj 


u 
r 


A/fAAAC71 OO^.TJTAO 

MUUUj /lzoU.rlUz 


U Lz -r nmLolon 


7548 
ZJ4o 


/I/I A784 
44UZo4 


1 OOQ TVT7/I n^v/10 0/IA55£ 

1 0 00 . JNz4 .gZ43_z4U J J 0 


TJ 

r 


TVVTAAAC71 OOA.AA7 

MUUUj / lzyD:DU / 


t too nj m r A u n 
ULz-rnmLolon 


75/10 
ZD4V 


£0Q£/14 
Djy044 


1807 AH7 n-^AI 7/1A575 
loy / .AUz.gZ4J_Z4uJ / J 


TJ 

r 


A>TAAA5'71 0O"D«XJA5 

MUUUj /lJZD.riUj 


ULz-rnmLolon 


755A 
ZjjU 


5£BA0 1 

JOoUJl 


1 8QT n/17 rrrrA 0 7/tfl591 

JL ©y / .ljUZ.gZ4«j_z4Uj o 1 


TJ 

r 


"NyTAAACTI OO A ./7AQ 

MUUUj /IjyA.OUo 


TTOO DMtMpAl/MI 

ULz-rnmLolon 


ZJjl 


555Q£A 
jjjyoU 


1 oy / . JLUz ,gZ4 J_z4U3 0 0 


TJ 

r 


A>TAAA5 , 71 >t/ITI.r\AO 

MUUUj /144U.UUJ 


TTOO D«*«P«1rt« 

ULz-PnmLoion 


7557 

ZjjZ 


4£7770 

4oz/ /y 


1 807 nrrAI 74H587 

loy / .MUz.gZ4J_z4Ujo / 


TJ 

r 


A>TAAA571 /l5T%.r?A1 

MUUUj / 14 jL/.JCiUI 


ULz-rnmLolon 


755*3 
ZJJJ 


477 H£8 
4/ZUOo 


1 807 C^Cil #vrr/10 7/IA5Q0 

loy / .cui .gz4i_z4Ujyj 


TJ 

r 


\jif\r\r\zn 1 0/iT5«T* r\£L 
MUUUj / 1 j4b.JLIUo 


ttoo HmmPaUk 
U Lz-r nmLolon 


7554 
ZJJ4 


77841 0 


1 807 "MHO rr^A 0 

1 oy / .lNU^.gZ4j_Z4UDU4 


u 
r 


X/TAAACT1 A1 A .007 

MUUUj / 14 /A.iJU / 


TTOO DnwiP/sUn 

U Lz-r nmLolon 


7555 

Zj J j 


51Q378 
Jiyj/O 


1 807 DHO <yt40 74nAn£ 
loy / .iUj .gZ4^_Z4UDU0 


u 
r 


li K A A A 5 7 1 40T3 • T3 A7 

MUUUj / 14yjD.x>U / 


TTOO DrJfrtPnlAM 

U Lz-r nmLolon 


2556 


733951 


1897A04ez43 240607 


F 

X 


M000S7132C-C04 


T Tf^-PnmPnlnn 


2557 


448212 


1897.P04.gz43_240622 


F 


M00057149B:B08 


UC2-PrimColon 


2558 


536225 


1897.B05.gz43_240624 


f : 


M00057133C:B02 


UC2-PrimColon 


2559 


736288 


1897.F05.gz43_240628 


F 


M00057138A:F02 


UC2-PrimColon 


2560 


225960 


1897.E06.gz43_240643 


F 


M00057137AH12 


UC2-PrimColon 


2561 


655327 


1897.H08.gz43_240678 


F 


M00057140B:H01 


UC2-PrimColon 


2562 


735729 


1897.N08.gz43_240684 


F 


M00057147A:H07 


UC2-PrimColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


2563 


642273 


1897F09ez43 240692 


X 


M00057138BB02 




2564 


549285 


1897O09ez43 240701 


F 


M00057148CB02 


T TP7 -PrimPnl rtn 


2565 


735756 


1897 PI 1 ez43 240734 


F 


M00057149CH01 


T IP7-.Primr , n1 An 


2566 


640662 


1897 E12 ez43 240739 


F 

X 


M000S7137RP07 


T TP7-PrimPn1nTi 


2567 


543772 


1897 F12 ez43 240740 


F 


M00057138RFT07 


T TPO-PritYiPnlnri 

u v^z -r nniv^oioii 


2568 


735801 


1897M12cz43 240747 


F 

1 


M00057146AH05 


T TP9 .Prim Polrm 


2569 


457846 


1897N12oz43 240748 


F 


M000571 47PRA1 


T TP7-Ptniv»P/\1rt« 


2570 


736318 


1897 012 az43 240749 


F 

X 


M000571 4RP*P0Q 


T TP9 -P-rim Prtlrt-n 

U VvZ-x^lxlTlv^OIOIl 


2571 


658271 


1 897 Kl 3^743 240761 


F 

X 


M000571 44rVnfiA 


T TPO .Prim P^l rt« 


2572 


735283 


1897M13oz43 240763 


F 

X 


M000571 46TVP06 

IVll/VU.7 / ltUX>.L/l/0. 


T TP7 -PrtmP/VI/\« 


2573 


447550 


1897 A15 az43 240783 


F 

X 


M00057133AR07 


T TP7 -PriinPrklnri 


2574 


500758 


1897 H15 ffz43 240790 


F 

X 


M00057140TVR03 


T TP9 -Pri tn Pr»1i-»n 


2575 


567005 


1 897 HI 7 *yz43 240822 


F 

X 


A/T0005 7 1 40D-F07 


T TP9_PrimP/Onn 

u i^z -x^ixriiivOiOxi 


2576 


523171 


1 897 K 1 7 j>743 240825 


F i 

X7 


M000S71 n 

IVlUUwj / 1*Htxj>.xx1VJ 


uvvZ-x^riiiii^oion 


2577 


397515 


1897 Ml 7 ez43 240827 

107/ .1VXX # .gfZiTmJ LtUO/. / 


F 

X 


M000571 4.6R-T-T1 7 

iYXV/WJ / X*tOxj».XX1Z. 


T TP 7 -PrimPrtl run 

u i^z -x^ixin^/Oion 


2578 


736318 


1 897 Fl 8 ff743 240836 


F 


M000571 ^8n*F0^ 


T TP7-Pf-fTV*Prt1rt« 


2579 


449035 


1897 118 oz43 240839 


F 

X 


M0005 7 1 4-7 A -H07 


T TP7 -PrimPrtlrm 


2580 


486076 


1897K18P743 240841 


F 

X 


M00057144.P-A07 


T TP7 -P ri m Pril nr» 
U l^Z-x^niTlV^OlOIl 


2581 


729843 


1897 018 ez43 240845 


F 


M0005714-9A-A04 


T TP7 -PrimPril nti 


2582 


726440 


1897F19ez43 240852 


F 


M00057138DF1O 

1VXVV/V^ / X JOX/.I XV/ 


T rP7.PrimPr»lnn 
u v^z ~x r iiiiv^uiuii 


2583 


731317 


1897 G19 az43 240853 


F 1 


M000571 ^0D-rT07 


T TP 7 -Pri m Pnl rvn 


2584 


559004 


1 897 127 <*z43 240903 


F 

X 


A/T000571 /17R-F06 


T TP 7 -Prim Pr»1 nn 
U V^Z -x^IlITll»/010Il 


2585 


448202 


1897 L22 ez43 240906 


F 


M00057145CH0^ 


T TP 7 -Prim Pol rm 


2586 


718314 


1897N22<rz43 240908 


F 

X 


M00057147Tj-ROO 


T TP7-.Pri tnPnJnn 

u vvZ"x^ixinv^oioii 


2587 


735989 


1897 C23 2z43 240913 


F 

X 


M00057H5AR07 


T TP 7 -Pri m Pr»1 r»n 
U v>Z -r IlITlV^OlOIl 


2588 


489001 


1897 F23 ez43 240916 


F 

X 


M00057H9AR10 


T TP 7 -Prim Pr»1 nn 

u v>z ~r nil iv^u luii 


2589 


462779 


1 897 H23 ^743 2409 1 8 


F 

X 


1VT00057 1 4 1 A *r?06 


r TP7 -Prim Pr»lnn 


2590 


596809 


1898P02*j743 242213 




M000571 5^Rfr07 


T TP7 -P-ri m Pol nri 

U v>Z -Jr niuv^OlOll 


2591 


447003 


1898 A03 «*743 247777 


r 


M000571 50n'r*04 


T TP 7 -P rim Prkl nn 

u v^z "x^nnii-/Oioii 


2592 


730661 


1 898 D04 <T743 747246 


F 


M00057155A-F1 1 


T TP 9 -Prim Prvl/vn 

u v^z-x^niuv^oioxi 


2593 


461316 


1898H04o743 247250 


T7 

r 


M00057160DA1 1 


T TP 7 -Pri m Polnn 


2594 


450724 


1898 A05 P743 247259 

1070 ,nuj ,gz,tJ Zit^Zij? 


F 
r 


M000571 50H-F08 


T TP7 -Pri m Pr»1 nn 

u L/Z-r nin v^oion 


2595 


480307 


1 898 B05 <*t43 747760 

1070 .JJUJ <£*t AZ» Uv 


V 

r 


M000571 57RFT07 


T TP7 -Prim P/Onn 

U v/Z -r nrav^OIOll 


2596 


727608 


1898 F05 &z43 742264 

1070.1 wJ.gLtJ Z.tii^U'T 


r 


M000571 57TVFT08 

IV1WUWJ / 1 J /x^.XXUO 


T TP7_PrimPnlr»n 

V V/Z -r niTl v^OlOll 


2597 


649852 


1 898 P05 P743 242274 


V 
r 


M00057160A-F05 


T TP 7 -PrimPrtl nn 


2598 


650297 


1 898. A06.gz43_242275 


F 


M00057151A:B04 


UC2-PrimColon 


2599 


491933 


1898.E06.gz43_242279 


F 


M00057156B:D10 


UC2-PrimColon 


2600 


733552 


1898.P06.gz43_242290 


F 


M00057169A:F06 


UC2-PrimColon 


2601 


730341 


1898.D07.gz43_242294 


F 


M00057155A:G11 


UC2-PrimColon 


2602 


640563 


1898.D08.gz43_242310 


F 


M00057155A:H07 


UC2-PrimColon 


2603 


640603 


1898.B10.gz43_242340 


F 


M00057152C:C10 


UC2-PrimColon 


2604 


552972 | 


1898.E10.gz43_242343 


F 


M00057156C:E08 


UC2-PrimColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 

■* ' ■ /x\x U.V, X 


2605 


73.6030 


1898.F10.gz43_242344 


F 


M000571 58R-rO? 


U v/x» x IxIIlV^OIOIl 


2606 


736228 


1898.Gll.gz43_242361 


F 


M00057159PF1 1 


T TP 9 -Prim Pnl nn 


2607 


648820 


1898.Mll.gz43_242367 


F 




T TP9 -Prim Pnlnti 


2608 


735993 


1898D12ez43 242374 


F 




T TP9 Prim f*r\} 


2609 


402516 


1898.H12.gz43_242378 


F 


M00057161BDO? 


T TP9 -Prim Pnl r»ti 


2610 


583625 


1898.012.gz43 242385 


F 


M00057 1 68RTH19 


T TP9 -Prim C*r\i rm 

u v/^ ~x nin oion 


2611 


! 726448 


1898.N13.gz43 242400 


F 


M00Oi7167ADO8 


T TP9 -Prim PrJrm 

w ~x niii v^oi on 


2612 


735756 


1898.H14.gz43 242410 


F 


M000571fi1rVFfi7 

XYM.\J\J\JJ f 1\J 1±J,Lj\J f 




2613 


551654 


1898.C15.gz43 242421 


F 


M000^71 S'tfVHM 


T Tr , 9-PrimPn1r»Ti 


2614 


558477 


1898 D15 ez43 242422 


F 


Mooos7i ^pgaa 

1V1VUUJ / UJV/.vIW 


T TP9_Prirrtr t n1r*ri 


2615 


728353 


1898 115 ez43 242427 


F 

X 


MOOOS71fi9rVF10 


T TPO-Prim^nlr*** 

u L/Z-jrnrn^xjion 


2616 


736634 


1898 M15 ez43 242431 


F 


1V1UUWJ / JLUDD.DU 1 


T TP 9 -Pri mpAl rt« 


2617 


737006 


i 1898P15ez43 242434 


F 




TTP9 Priivi^nl^r* 

u^z-x^nnii^oioii 


2618 


736288 


1898J16ez43 242444 


F 


1V1UUUJ / lUOv^.JL/V/O 


u i^z-x^nniuoioii 


2619 


734794 


1898P16ez43 242450 


F 


M00OS71 9 

xVlUwUJ / 107L/.I11Z 


U l^Z-x^lTlill^OlOll 


2620 


734928 


1898 E17 ez43 242455 


F 

X 


MO0OS71 ^fiDF07 


T TP9-PrirMr^r»1i-*« 


2621 


727976 


1898F17ez43 242456 


F 

X 


Monns7iSRrnn 


U^Z-Jriluil^OlOll 


2622 


736790 


1898 F19 ez43 242488 


F 


M00OS71 sxr-frfis 

1V1UUUJ / UOV^.vJVIJ 


TTP9 Primr^/^lrtn 


2623 


735633 


1898 121 ez43 242523 


X 


Mflfl057 1 fOCC(\ 1 

1\1\J\J\JJ t lUiV^.vul 


T 1C 1 T) rim C*r\1 r\r% 

U ^Z-l'Ilral^OxOli 


2624 


734484 


1898 B22 ez43 242532 


F 

X 


M00OS71 S^R* A04. 




2625 


480142 


1898D22ez43 242534 


F 

X 


M000S71 SSD*F19 


u uz-x^niTiooioji 


2626 


454073 


1898G22ez43 242537 


F 

X 


IVIUvJUJ / 10\-/X>.\JUO 


U l^z -Jr rixTlV^OlOll 


2627 


599714 


1898 L22 ffz43 242542 


F 


xVlUu\/j / 10J\»/.xjUo 


u v> z -x nrn\^oj on 


2628 


737042 


1898 M22 ez43 242543 


F 

X 


lYlV/VWiJ / lUUJQ.VJvrvs 


T TP9-PrimPrklr»ti 

u ^Z"x iuni^oion 


2629 


405016 


1898N22ez43 242544 


F 

X 


M00OS71fi7r*AO5 

1V1V/WJ / 1U /V/,AUJ 


T 1^9 -Prim f^rO/vn 

u \^Z"x^iniL/Oioii 


2630 


723915 


1898 L23 ez43 242558 


F 


xVXV/V/V/J / lUJV/.xViJ 


T TP9-PrtmPr\lr%-n 


2631 


737006 


1898 023 ez43 242561 


F 


M000^716Rr-D03 


T TP9-PrimPr\lnn 


2632 


734808 


1898B24ez43 242564 


F 

X 


M00OS71 S^R-DO? 

IVXvViV/-/ / i. J_?JJ.J-/VZ, 


T TP9-PrimPn1r»Ti 


2633 


471887 


1898,P24.gz43 242578 


F 


M00057170AD1 1 

xrxi/v/ / x / l//v. J_/ 1 1 


TTP9 -Prim Pol nn 


2634 


733972 


1899 A01 ez43 242579 


F 


M00OS7 1 70 A THifi 


T TP9 -Prim Pol r»n 


2635 


554221 


1899 J01 az43 242588 


F 




T TP 9 -Prim Pol nn 


2636 


735426 


1899N01ez43 242592 


F 

X 




T TP9-PrimPo1ori 
U ^Z-x^niTlV^OIOll 


2637 


454812 


1899 P01 ez43 242594 


F 


MOOft 5 7 1 Qztr • A fTC 


T TP9_Prirr»r , olnri 

u \<sL-r riini^oioii 


2638 


562453 


1899 D02 az43 242598 


X 


Mfinn^7 1 7TTYR 1 7 


T TP9_Pi-i«-ir^rtlrt« 


2639 


554683 


1899 M02 ez43 242607 


F 

X 


M000S7180D-nns 
iviv/uv/j / loyiy.vJv/o 


T TP9-Primr*o1rtn 


2640 


474346 


1899.N02.gz43__242608 


F 


M00057192A:F01 


UC2-PrimColon 


2641 


729039 


1899.D03.gz43_242614 


F 


M00057173D:C07 


UC2-PrimColon 


2642 


560183 


1899.J03.gz43 242620 


F 


M00057181C:G07 


UC2-PrimColon 


2643 


422590 


1899.D04.gz43__242630 


F 


M00057173D:E04 


UC2-PrimColon 


2644 


642936 


1899.K04.gz43__242637 


F 


M00057182C:C03 


UC2-PrimColon 


2645 


730106 


1899.N04.gz43J242640 


F 


M00057192AJI05 


UC2-PrimColon 


2646 


449548 


1899.H05.gz43^242650 


F 


M00057179C:B05 


UC2-PrimColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONED) 


LIBRARY 


2647 


736861 


1899.P05.gz43_242658 


F 


M00057194C:F02 


UC2-PrimColon 


2648 


730220 


1899.A06.gz43 242659 


F 


M00057170AH04 


UC2-PrimCoIon 

A* X X XIX JLV^VX V/U 


2649 


736309 


1899J06.gz43 242667 


F 


M00057180CF09 


UC2-PrimColon 

wv* X X XXXX^/wXV/Xl 


2650 


373615 


1899K06ez43 242669 


F 


M00057182CC11 


W V^^r X X iXXXV^VilWXl 


2651 


640635 


1899.O06.gz43_242673 


F 


M00057193CF11 

ITAVVVt/ / X -/ ft/ v>.x X X 


UC2-PrimColon 

V-/ X X XXXX^>V/-i. V/XX 


2652 


735764 


1 899.F07.gz43_242680 


F 


M00057176AH10 


UC2-PrimColon 


2653 


735801 


1899J07ez43 242684 


F 


M00057181DC09 


UC2-PrimColon 

W X XXX1XV^V/XV/X1 


2654 


477098 


1899.K07.gz43 242685 


F 


M00057182DA08 


UC2-PrimColon 


2655 


734031 


1899.M07.gz43 242687 


F 


M00057191AH09 

IT 1 v v v«/ # X XX X*XX\/^/ 


UC2-PrimColon 

^/ \-/Xv X X JLXLJLNta/v/XV/XX 


2656 


419711 


1899.N07.gz43 242688 


F 


M00057192B:D10 


UC2-PrimColon 


2657 


390968 


1899.P07,gz43 242690 


F 


M00057194C:F10 


UC2-PrimColon 


2658 


732625 


1899.E08.gz43 242695 


F 


M00057175BG12 


UC2-PrimColon 


2659 


462986 


1899.F08.gz43_242696 


F 


M00057176AH12 

XTXWWft/ # X # \/X X *X X X Aw 


UC2-PrimColon 


2660 


482512 


1899H08ez43 242698 


F 


M00057179CG10 

iTlVV/v^ IX/ ^V^.VJ XV 


UC2-PrimColon 

\J\*t£* X X !XtlV> WXV/X1 


2661 


473238 


1899 C09 ez43 242709 


F 


M00057172DF08 

ITiV VU^ fX/ III f il v/u 


UC2-PrimColon 

V-/ X X UllV/vJ.V/11 


2662 


735789 


1899 109 ez43 242715 


F 


M00057180DC10 


UC2"PrimColon 


2663 


736595 


1899K09ez43 242717 


F 


M00057182DB11 


UC2-PrimColon 

V-/ X X XXXI V>ViVU 


2664 


735514 


1899M09ez43 242719 


F 


M00057191BC06 


UC2-PrimColon 


2665 


630516 


1899O09ez43 242721 


F 


M00057193DF06 


UC2-PrimColon 


2666 


730899 


1899N10sz43 242736 


F 


M00057192CB11 


UC2-PrimColon 

Wvi X X XXXIV^ wXWXJL 


2667 


552055 

%J £^ \J mJ 


1899P10ez43 242738 


F 


M00057194D-C12 


UC2-PrimColon 

Uv^ X X XltXVy \J1\J1X' 


2668 


528404 


1899 Cll ez43 242741 


F 


M00057173AC07 


UC2-PriniCo!on 

\J X X XXIIX^/VJIUXX 


2669 


734209 


1899 Dll ez43 242742 


F 


M00057174BC06 

i.»XV/ V/V/w' / X ' lU.VyUU 


yj V/x> x x xiixv> wxvjix 


2670 


452243 


1899 Jl 1 ffz43 242748 


F 


M00057181DH07 


lJC2-PrimColon 


2671 


734061 


1899 Oil sz43 242753 


F 


M00057194AB07 


UC2-PrimColon 


2672 


625988 

V/ftatft/ *r 


1899G12sz43 242761 


F 


M00057177CD07 


UC2-PrimColon 


2673 


561632 


1899 D13 ez43 242774 


F 


M00057174BC11 

ItAUVUJ / X / "Tl/,v X X 


UC2-PrimColon 

\J\*t£* X XXJLXlV^V/XwXX 


2674 


731370 


1899 El 3 az43 242775 


F 


M00057175CD02 


UC2-PrimColon 


2675 


480142 


1899 G13 ez43 242777 


F 


M00057177OG11 


UC2-PrimColon 


2676 


736049 


1899 013 ez43 242785 

X W • X */ i /|1 1 ■ ft/ X-** X* / v ft/ 


F 


M00057194AC06 

lTAv V \/ •/ / X ^ T X X • V»/ V/ X/ 


UC2-PrimColon 


2677 


725691 


1899A14ez43 242787 


F 


M00057170CC01 


UC2-PrimColon 

V/ ^/«W X X XXXI-V^X/XV/XX 


2678 


727523 


1899M14ez43 242799 


F 


M00057191CD02 


UC2-PrimColon 

V/ V_/X^ x x JXtJL V^V/X vxl 


2679 


421794 


1899 D15 ez43 242806 

X \J *S ✓ * X-/ X */ »[jiM XV i^XV w W 


F 


M00057174BF11 

1"! W V/ft/ / X # V X># • X X X 


UC2-PrimColon 


2680 


732429 


1899G15ez43 242809 


F 


M00057177CH04 

X » X W Wft/ / X / / • X IV I 


UC2-PrimColon 


2681 


530883 


1899.H15.gz43 242810 


F 


M00057180A:H11 


UC2-PrimColon 


2682 


729173 


1899.P15.gz43_242818 


F 


M00057196A:E03 


UC2«PrimColon 


2683 


734744 


1899.D16.gz43_242822 


F 


M00057174B:G03 


UC2-PrimColon 


2684 


735605 


1899.F16.gz43_242824 


F 


M00057176B:F10 


UC2-PrimColoii 


2685 


726786 


1899.N16.gz43_242832 


F 


M00057192D:G02 


UC2-PrimColon 


2686 


725089 


1899.016.gz43_242833 


F 


M00057194A:F01 


UC2-PrimColon 


2687 


448770 


1899.D17.gz43_242838 


1 F 


M00057174B:G12 


UC2-PrimColoii 


2688 


532904 


1899.E17.gz43_242839 


1 F 


M00057175D:A12 


UC2-PrimColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ED 


LIBRARY 


2689 


560568 


1899.K17.gz43_242845 


F 


M00057186A:E12 


UC2-PrimColon 


2690 


736402 


1899.N17.gz43_242848 


F 


M00057192D:G04 


UC2-PrimColon 


2691 


516729 


1899.P17.gz43_242850 


F 


M00057196B:H10 


UC2-PrimColon 


2692 


718314 


1899.H18.gz43_242858 


F 


M00057180B:C06 


UC2-PrimColon 


2693 


737116 


1899.J18.gz43_242860 


F 


M00057182A:H07 


UC2-PrimColon 


2694 


723985 


1899.B19.gz43_242868 


F 


M00057172A:B02 


UC2-PrimColon 


2695 


573733 


1899.F19.gz43_242872 


\ F 


M00057176C:H08 


UC2-PrimColon 


2696 


475872 


1899.H19.gz43_242874 


F 


M00057180B:D01 


UC2-PrimColon 


2697 


625988 


1899.F20.gz43_242888 


F 


M00057176D:A03 


UC2-PrimColon 


2698 


736354 


1899.L20.gz43_242894 


F 


M00057189C:G11 


UC2-PrimColon 

V Vi* X X AAA A V/V/iUli 


2699 


535866 


1899.C21.gz43_242901 


F 


M00057173C:C07 


UC2-PrimColon 


2700 


648221 


1899.D21.gz43_242902 


F 


M00057174C:G07 


UC2-PrimColon 


2701 


736280 


1899.H21.gz43_242906 


F 


M00057180B:F05 


UC2-PrimColon 


2702 


156329 


1899.N2Lgz43_242912 


F 


M00057193B:C11 


UC2-PrimColon 


2703 


721768 


1899.021.gz43__242913 


F 


M00057194B:E05 


UC2-PrimColon 


2704 


639507 


1899.B22.gz43__242916 


F 


M00057172A:H06 


UC2-PrimColon 


2705 


451383 | 


1899.E22.gz43_242919 


F 


M00057175D:E12 


UC2-PrimColon 


2706 


349977 


1899.J22.gz43_242924 


F 


M00057182B:D09 


UC2-PrimCoIon 


2707 


734928 


1 899,M22.gz43_242927 


F 


M00057191D:G10 


UC2-PrimColon 


2708 


480623 


1899.A23.gz43_242931 


F 


M00057170D:B08 


UC2-PrimColon 


2709 


674526 


1899 .H23 .gz43_24293 8 


F 


M00057180B:G06 


UC2-PrimColon 


2710 


730805 


1 899.M23.gz43_242943 


F 


M00057192A:B04 


UC2-PrimColon 


2711 


640350 


1900.G01.gz43 242969 


F 


M00057206A:C06 


UC2-PrimColon 


2712 


726449 


1900.K01.gz43_242973 


F 


M00057210A:C12 


UC2-PrimColon 


2713 


552457 


1900.E02.gz43_242983 


F 


M00057203B:F08 


UC2-PrimColon 


2714 


730308 \ 


1900.C04.gz43_243013 


F 


M00057200D:E03 


UC2-PrimColon 


2715 


734993 


1900.E04.gz43_243O15 


F 


M00057203C:A09 


UC2-PrimColon 


2716 


562320 


1900.H04.gz43_243018 


F 


M00057207B:F06 


UC2-PrimColon 


2717 


556656 


1900.O04.gz43_243025 


F 


M00057216D:D05 


UC2-PrimColon 

\/ \«/Aw X At iiiAV>\/lviA 


2718 


446752 


1 900D06 .gz43_243 046 


F 


M00057202A:D05 


UC2-PrimColon 


2719 


736738 


1900.L06.gz43_243054 


F 


M00057211C:C06 


UC2-PrimColon 

W*' X A 1A11 VVAV-ii 


2720 


639395 


1900.O07.gz43_243073 


F 


M00057216D:F10 


UC2-PrimColon 


2721 


516729 


1900.B08.gz43_243076 


F 


M00057199B:B06 


UC2-PrimColon 

V«/X* X X UUvvAvlA 


2722 


557262 


19O0.E08.gz43_243079 


F 


M00057203DA09 


UC2-PrimColon 


2723 


731531 


1900.108.gz43_243083 


F 


M00057208B:H08 


UC2-PrimColon 


2724 


736778 


1900.K08.gz43_243085 


F 


M00057210C:D09 


UC2-PrimColon 


2725 


724638 j 


1900.O10.gz43_243121 


F 


M00057217A:A12 


UC2-PrimColon 


2726 


483061 


1900.B12.gz43_243140 


F j 


M00057199Cfl08 


UC2-PrimColon 


2727 


725905 


1900.C12.gz43_243141 


F 


M00057201A:H03 


UC2-PrimColon 


2728 


648757 


1900.M12.gz43_243151 


F 


M00057213C:D06 


UC2-PrimColon 


2729 


735797 


1900. A14.gz43_243 171 


F 


M00057197D:H10 


UC2-PrimColon 


2730 


732771. 


1900.114.gz43_243179 


F 


M00057208C:E12 


UC2-PrimColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEONAME 


ORIEN 
T 


CLONE ED 


T TOP ARV 


Z 1 D X 


73697A 


1 Qfin TM 5 fry/13 9/13 101 

1 y uu .n 1 j .gz4 j_z4 j 1 y 1 


u 
r 


nvrnnnc.oon/1 A «T7i i 
M000 5 / Z04A.r 1 1 


ULz-rnmColon 


9739 
Z I JZ 


/M0AOQ 


iyuu.wiy.gz4j__z43Z0D 


r 


MOOOj II 1 iD.r 12 


UC2-PnmColon 


9733 
LI 33 


1£1AQO 

ioi4oy 


ionn Ain ^/ii o/ioo/co 
iy00.A20.gZ43_24326 / 


Jb 


AjTAAACOI OOD-PAO 

M00057198b:L02 


T T/"*0 T*» * /""» 1 

UC2-PnmColon 


973A 
Lid 1 * 


7O./100£ 
/ J4ZZO 


IQftft TOft O/IOOOO 

iyU0.rZ0.gz43_2432 IL 


"C 

r 


n iTAAAc 00 nc^^.i^ , A£ 
M0005 7205D:vj0o 


UCz-PnmColon 


9735 
Z /jj 




1 onn /tion c*tAi o/ioooo 
iy0U.LlZ0.gZ43_Z43Z /3 


u 
r 


XiTAAACOO AO A • A AO 

M0005 /20/A:A0 / 


UC2-PnmColon 


973£ 
Z / JO 


Til')'!') 
IjjLIL 


lOHA Flft O/IOOOO 

iy00.1vZ0.gZ43_2432 / / 


r 


"fc/TAAACOO 1 1 A .AA1 

M000572 1 1 A:D0 1 


T T^*o T> * y*» | 

UC2-PnmColon 


9737 
LI J 1 


cooon/t 


1AAA OOO sv~/10 O/IOOAn 

1 y 00 .B22 .gz43_243 300 


r 


"fc /fAAACT^AAD.TXA/l 

M00057200B:D04 


UCz-PnmColon 


Lido 


£/1QOOn 

d4oj /y 


mnn t/"o o ^-hi O/ioonA 
1900 .K22 ,gz43__243 3 09 


F 


M000572 1 IB :A08 


UCz-PnmColon 


LI3y 


£/f O/ion 


ionn ii>foo #w*/io o/iooi 1 
iy00.M22.gZ43_2433 1 1 


r 


M00057214B:B12 


UC2-PrimColon 


Z/4U 


IoOjZZ 


1 onn xtoo /*.~/io oyioo.11 
iy00.INZZ.gz43_2433 12 


u 
r 


IV^AAACT1 1 H/~*.T\ 1 1 

M0005 72 1 6L:D 1 2 


UC2-PnmColon 


OO/I 1 

2/41 


c£i /:o<c 
561626 


IflAA O/l ^.— /fO O/IOOOC 

1 900 . E24 .gz43_243 335 


F 


M000572O4C:(jO6 


UC2-PnmColon 


OO/IO 

Z/4Z 


£C0£ 1 
653616 


IflAAVO/l O O/IOO/M 

1900.K24.gz43_24334 1 


17 

F 


TV /AAACTO 1 1 "O./^Ark 

M000572 1 1B:C09 


UC2-PnmColon 


Z/43 


/34828 


i aaa /"iai /i «■> o/iooco 

1909 .CjO 1 .gz43_243353 


F ! 


M00057225C:H07 


UC2-PnmColon 


OO/M 
Z /44 


42/113 


iaaauai ~~a 0 O/iooc/i 
1909.H0 1 .gz43_243354 


F 


\/AAAfT>0^^.1!?AC 

M00057226C:E05 


¥ TOO T* * /"I t 

UC2-PnmColon 


Z /4D 


C£1 OOO 
5618/ / 


mnn fai #*.—/! 0 o/tooco 
1909.K.01.gz43_24335 / 


17 

F 


M0005723 1B:A01 


UC2-PnmColon 


Z/40 


/1C/1C£0 

454563 


innnx/rni O/iooca 
1 909. M0 l.gz43 243359 


17 
l 4 


M00057233B:Cj04 


¥ TOO T> O t 

UC2-PnmColon 


Z/4/ 


£OCQ 1 n 
6Z5810 


1flnn DAI O O/IOOiCO 

1909.F01 .gz43 243362 


17 

F 


11 jTAAACTm^n.UAA 

M00057236D:H09 


UC2-PnmColon 


Z/4o 


/iocc/:o 
4/5562 


1AAA t?AO /I O O/IOO^O 

1909.r02.gz43_243368 


17 

F 


A /TA A AC OO O A .15 AO 

M00057224C:B02 


¥T/™»0 Tk _ 1 

UC2-PnmColon 


OO/IQ 

z/4y 


O0CO/1O 

/35 /4y 


1 nnn 0 0/0000 
1909.K02.gz43_243373 


F 


"K/TAAACOOO 1 r,DA/( 

M0005723 1L:B04 


UC2-PnmCoIon 


L/DU 


289328 


in^n oao ^ /i 0 o>iooort 

1 909.B03 .gz43243380 


F 


\ /TAAACT^ 1 AA.A 1 1 

M0005 72 1 9D.G1 1 


TTOO T» O 1 

UC2-PnmColon 


ZOl 


40 JOV / 


ionn rno /to o/ioooi 
1 909 . C03 .gz43_243 3 8 1 


17 

F 


"fcVTAAACOOO ATVC AiC 

M00057220D:E06 


UC2-PnmColon 


Z/52 


OOlCOAO 

/26892 


1 AAA CM SW./IO O/IOOOO 

1909.E03.gz43_243383 


17 

F 


"» fAAAilOlltl./^AI 

M00057223B:CrO 1 


UC2-PrimColon 


OOCO 
2/53 


/23959 


1 AAA TAO ^ /< O OilOOOO 

1909J03.gz43_243388 


r 


X iTAAAC l 7^'iAr<./*'AC 

M00057230C:C05 


T TOO T> " O 1 

UC2-PnmColon 


Z/j4 


OOO OO/I 

/33 874 


1 nAfi XTAO n-rwAI O/IOOAO 

1 909. N 03 .gz43_243 392 


17 

r 


TiyrAAACooo/ir\. A i o 

M00057234D:A12 


UC2-PrimColon 


LI JO 


aca i on 
454129 


iaaa An/i rt-r^/i 0 o/ioonc 
1 9 09 . A04.gz43_243 39 5 


17 

r 


A/TAAACOO 1 or.E 1 A 

M00057218L:F 10 


UC2-PrimColon 


OOC£ 

2/56 


OOO O/TO 

733868 


1 909 .B04.gz43 243396 


F 


X JTAAACTA 1 AA.TTAif 

M000572 1 9D:H04 


¥ TOO T» O 1 

UC2-PnmColon 


OOCO 

2/5 / 


642y4U 


1 AAA LTft/J „ /lO O/IO/IAO 

1 909.H04.gz43_243402 


F 


X /TAAACTll^r'.'C'l O 

M00057226C:F 12 


¥ TOO T» /~\ 1 

UC2-PnmColoa 


Z/3o 


3ysu6i 


1 aaa nnc ^.^,/to O/iO/i 1 /i 

1909.D05.gz43_243414 


F 


TV iAAAC'TOIO'D. A 

M00057222B:A06 


UC2-PnmColon 


2/5y 


oo/i ^aa 
734690 


1 A AA /^AC *_^ilO l/IO/IIT 

1909.G05.gz43_243417 


F 


A ifAAAf TOOCA.t7A 1 

M00057225D:E0 1 


UC2-PnmColon 


oo/ca 
2760 


601051 


1 909 .N05 .gz43_243424 


F 


X jTAAAfT^O >IT\.T^A>I 

M00057234D:E04 


¥TOO T\ O t 

UC2-PnmColon 


OO/CI 
2/61 


727235 


1 AAA nn^ ,f o o/io/ioi 

1909.E06.gz43_24343 1 


F 


X K A A A C*l*\ . T% A 1 

M00057223C:B0 1 


¥ TOO ¥> * O 1 

UC2-PnmColon 


00<0 
Z/OZ 


iCoo/inn 
632499 


1 AAA TA£ O/IO/IOC 

1 909. 106.gz43 243435 


T? 

F 


M00057229A:B03 


TTOO T» O 1 

UC2-PnmCoIon 


2763 


737010 


1909.K06.gz43_243437 


F 


x jtaaam^^ i yi T7/\y 

M0005723 1C:E06 


T TOI ¥* * t 

UC2-PnmColon 


OO/C/1 

2/64 


OOO IOI 

728121 


1 AAA T rV/f ij*) OifO/lOO 

1909 .L06 .gz43_24343 8 


F 


X jTAAACT^Ion.AAl 

M00057232B:G02 


¥ TOO ¥> t 

UC2-PnmColon 


2/65 


/I 00 Oil 

472811 


1909.B08.gz43_243460 


F 


X/AAAn^lA 1 /~*f\^ 

M00057220A:C06 


¥ TO** T> O 1 

UC2-PnmColon 


9766 




1 Q00 R08 «7/13 943/16^ 


r 


Mnnn^799/;P'Wi n 

IVIUUUj /ZZ0V/.X1.XU 


u L/Z -r nnii^oioii 


2767 


726251 


1909.A09.gz43_243475 


F 


M00057219A:D05 


UC2-PrimColon 


2768 


642631 


1909.B09.gz43_243476 


F 


M00057220AD09 


UC2-PrimO)lon 


2769 


598087 


1909J09.gz43_243484 


F 


M00057230C:G12 


UC2-PrimColon 


2770 


398061 


1909.K09.gz43_243485 


F 


M00057231C:F12 


UC2-PrimColon 


2771 


463513 


1909.M09.gz43_243487 


F 


M00057233D:G12 


UC2-PrimColon 


2772 


81 ' 


1909.F10.gz43_243496 


F 


M00057225A:C08 


UC2-PrimColon 
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SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


2773 


735050 


1909.H10.gz43_243498 


F 


M00057226D:B03 


UC2-PrimColon 


2774 


735140 


1909.K10.gz43_243501 


F 


M00057231OG04 


UC2-PrimCn1nn 


2775 


220107 


1909.O10.gz43_243505 


F 


M00057236AF08 

1T1VV \JmmS t Vi X.X \/ U 


Ur2-pTimrn1nTi 

V/V^Ar X 1 IXilV^UiUlX 


2776 


735817 


1909.P10.gz43_243506 


F 


M00057237BD10 




2777 


735514 


1909.DlLgz43_243510 


F 


M00057222D:C10 


UC2-PrimColon 


2778 


602673 


1909.F1 l.gz43_2435 12 


F 


M00057225A:E03 


UC2-PriinColon 


2779 


647815 


1909.11 l.gz43 243515 


F 


M00057229BF11 


UC2-PrimColon 


2780 


402024 


1909.A12.gz43_243523 


F 


M00057219A:E11 


UC2-PrimColon 

w \_/X< X * X1JIAV^V/Xv/U 


2781 


631111 


1909.C12.gz43 243525 


F 


M00057221BB01 

XTX W \> \J mm* # mmmfmmmt lJ^ii/V X 


UC2-PrimColon 


2782 


451888 


1909J12.gz43_243531 


F 


M00057229B:G11 


UC2-PrimColon 


2783 


456224 


1909J12.gz43 243532 


F 


M00057230DC05 


UC2-PrimColon 

WV^x« X XUUWlull 


2784 


555336 


1909.L12.gz43 243534 


F 


M00057232D-B03 


T IC2-Pri m Cn\ nn 


2785 


736988 


1909 A13 az43 243539 


F 


M00057219AH11 


TTr7-PTitnPnlnn 


2786 


613067 


1909.B13.gz43 243540 


F 


M00057220B-A06 


I jr2-PrimPfi1nn 


2787 


736738 


1909 E13 ez43 243543 

X ✓ W m** » J-mJ Mm mmJ tjjf i TmJ mm* T *mJ mm* 1 mf 


F 


M00057223DH03 


UC2-Priiriroloii 


2788 


646552 


1909 G13 ez43 243545 


F 


M00057226AB04 


T JC7 -Prim Pnlnn 


2789 


725120 


1909 013 ez43 243553 


F 


M00057236BD1 1 


Ur2-Primro1on 

kJ\*/Z* X 1 UllVyvlVixl 


2790 


591979 


1909 A14 ez43 243555 


F 


M00057219BB10 


ITr2-PriTnColon 


2791 


731467 


1909 N14 ez43 243568 


F 


M00057235BA07 


UC2-Prirn Colon 


2792 


474869 


1909A15ez43 243571 


F 


M00057219BCO6 


T ir2-Pri mrolnn 

UV/i< X lilllVsUlUIi 


2793. 


735306 


1909 C15 ez43 243573 


F 


M00057221BE11 


T ir?-PrimPn1nn 


2794 


732736 


1909 K15 ez43 243581 


F 


M00057231DA05 


T IC7-PriTTirn1nTi 

f vi< X l IXUVswlVMx 


2795 




1909 L15 ez43 243582 


F 


M00057233AC04 


UC2-PrimColon 


2796 


454355 


1909E16ez43 243591 


F 


M00057224AD07 


UC2-PrimColon 


2797 


732899 


1909.D17.gz43 243606 


F 


M00057223AF06 


UC2-PrimColon 


2798 


733149 


1909.J17.gz43 243612 


F 


M00057231AD04 


UC2-PrimColoii 


2799 


735622 


1909 B18 ez43 243620 


F 


M00057220BG10 


UC2-PrimColon 


2800 


453132 


1909.O19.gz43 243649 


F 


M00057236C-C07 


UC2-PrimColon 


2801 


724781 


1909.P19.gz43 243650 


F 


M00057237DC11 


UC2-PrimColon 

V/ V/m X 1 Jill V/Wi.V/11 


2802 


556852 


1909 B20 ez43 243652 


F 


M00057220CA08 


UC2-PrimColoii 


2803 


732159 


1909 1120 ez43 243658 

X ✓ \J mf «X 1 J i V » f~J mmmfWmJ \J*mJ \3 


F 


M00057227BA05 


UC2-PrimColoxi 

Wa» X X UllXyVlvU 


2804 


734609 


1909D21ez43 243670 


F 


M0005 7223B :A07 


UC2-PrirnColon 


2805 


616985 


1909121 ez43 243675 


F 


M00057230BB07 


UC2-PrimColon 


2806 


734151 


1909N21ez43 243680 


F 


M00057235CC08 


UC2-PrimColon 


2807 


553850 

<mJ <mJ +J \J mJ \J 


1909 C22 ez43 243685 


F 


M00057221CE07 


UC2-PrimColon 


2808 


736894 


1909.D22.gz43_243686 


F 


M00057223B:B04 


UC2-PrimColoii 


2809 


486051 | 


1909.K22.gz43_243693 


F 


M00057231D:F10 


UC2-PrimColon 


2810 


734553 


1909.N22.gz43_243696 


F 


M00057235C:F03 


UC2-PrimColon 


2811 


473578 


1909.P22.gz43_243698 


F 


M00057237D:D09 


UC2«-PrimCoIon 


2812 


737010 


1909A23.gz43_243699 


F 


M00057219D:C02 


UC2-PrimColon 


2813 


735514 


1909.B23.gz43_243700 


F 


M00057220C:F08 


UC2-PrimColon 


2814 


418682 


1909.C23.gz43_243701 


F 


M00057221C:F02 


UC2-PrimColon 
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T 


CLONE ID 


LIBRARY 


2815 


734562 


1909.F23.gz43_243704 


F 


M00057225C-F09 


TJr2-Primro1nn 


2816 


664711 


1909.M23.gz43 243711 


F 


M00057234C*D11 

ITluWJ / i/J I V.J7 1 X 


TJC2-PriTTir i n1rm 


2817 


727558 


1909.E24.gz43 243719 


F 


M00057224BJI02 


UC2-Primr!nlon 

X XXLUVAJXUJLL 


2818 


730028 


1910.C01.gz43 243733 


F 


M00057240AF03 


UC2-Primrolon 


2819 


611604 


1910.E01.gz43 243735 


F 


M00057242CG12 


UC2-PrimColon 


2820 


558617 


1910.H01.gz43 243738 


F 


M00057246AG11 


UC2-PrimColon 

wwa X XXIAIV^V/XV/XX 


2821 


733144 


1 9 1 0 JO 1 .gz43_243740 


F 


M00057248BD11 

4TtVvV«/ # Xv ■ UJL#»1# X X 


UC2-PrimColon 


2822 


647242 


1 9 1 0.M0 1 .gz43_243 743 


F 


M00057252B:E04 


UC2-PrimColoii 

V*/ V*/Xrf X i Alii V wxUil 


2823 


733552 


1910.F02.gz43_243752 


F 


M00057243C:D01 


UC2-PrimColon 

V^Xv X X XI XI. Vvxvii 


2824 


729428 


1910.N02.gz43 243760 


F 


M00057253CA06 


UC2-PrimColon 


2825 


641680 


1910.A03.gz43 243763 


F 


M00057238AD07 


UC2-PrimColon 


2826 


514838 


1910.L03.gz43 243774 


F 


M00057251AF02 

ITJLV Vv*/ / X>*/ XXJL»X \J£* 


UC2-PrimColon 

w\>£< X XXL11V^V/XV/1X 


2827 


735403 


1910.N03.gz43 243776 


F 


M00057253CD11 


UC2-PrimColon 


2828 


732859 


1910.I04.gz43 243787 


F 


M00057247CC11 


UC2-PiimColon 


2829 


730046 


1910.C06.gz43 243813 


F 


M00057240BC01 


UC2-PrimColon 


2830 


650067 


1910E06ez43 243815 


F 


M00057242DC07 


UC2-PrimCoIon 

V7 V>4_> X A JLLJL1 V>V/AwXX 


2831 


734884 


1910 F06 ez43 243816 


F 


M00057243CH11 


UC2-PrimColon 


2832 


550730 


1910 106 sz43 243819 


F 


M00057247CF10 


UP^-PiimPolnn 


2833 


449042 


1910K06sz43 243821 


F 


M00057249DH09 


X x xxuv^Ux UU 


2834 


647704 


1910 B07 2z43 243828 


F 


M00057239BF05 


T Jr7-Pri tnColon 

\J\s** X 1 uUvvtUU 


2835 


555641 


1910 G07 ez43 243833 


F 


M00057245AF03 




2836 


734226 


1910 D08 ez43 243846 


F 


M00057241DC04 


t JP 7 -Pri m Hoi on 


2837 


551437 


1910 A09 2z43 243859 


F 


M00057238BF05 


TJr?-PriTnrolon 

vvA X XxXxJLV^WXVXl 


2838 


639494 


1910M09ffz43 243871 


F 


M00057252DB10 


T IC?-PrimfY.1on 

Wx> X 1 aLIIV^I/IUJa 


2839 


661194 


1910 P09 cz43 243874 


F 


M00057256BA05 


UC2-PrimColon 


2840 


734466 


1910 B10 ez43 243876 


F 


M00057239CE05 

IrlvV/U*/ # ib^7vy,X/Vk/ 


TJC2-PrimColon 


2841 


734371 


1910 110 ez43 243883 


F 


M00057247DD10 


T Jr2-Primrolon 

UVL X A UliV/UiWl 


2842 


731392 


1910 Kll ez43 243901 


F 


M00057250BA03 


UC2-PiimColon 


2843 


484964 


1910 G12 ez43 243913 


F 

X 


M00057245BE02 


IJn2-Primrf>lon 

WX. A A UUVvivAl 


2844 


733991 


1910H12sz43 243914 


F 


M00057246CB12 


UC2-PrimColon 


2845 


585976 


1910 M12 ez43 243919 


F 


M00057252DD04 


UC2-PrimColon 

V^/ v/Xf, X X lillV/wiVli 


2846 


729125 


1910 B13 ez43 243924 

X X V » X^ X — ✓ » ft}* +9 X* YmJ ✓ Xri 1 


F 


M00057239C:G07 


UC2-PrimColon 

V«/Xtf X X Ui&V/vl^AA 


2847 


733855 


1910.C13.gz43 243925 


F 


M00057240C:A06 


UC2-PrimColon 


2848 


733945 


1910.D14.gz43 243942 


F 


M00057241D:G01 


UC2-PrimColon 

v VX* X 1IAUVVAV11 


2849 


555103 


1910.J14.gz43 243948 


F 


M00057249A:C06 


UC2-PrimColon 

\— ' \_/Xv X X 111, fcVvxVil 


2850 


726011 


1910.K14.gz43_243949 


F 


M00057250B:D04 


UC2-PrimColon 


2851 


557353 


1910.N14.gz43_243952 


F 


M00057254A:G07 


UC2-PrimColon 


2852 


457846 


1910.E15.gz43_243959 


F 


M00057243A:H03 


UC2-PrimColon 


2853 


456753 


1910.B16.gz43_243972 


F 


M00057239D:D01 


UC2-PrimColon 


2854 


731238 


1910.M17.gz43_243999 


F 5 


M00057253A:C05 


UC2-PrimColon 


2855 


558332 


1910.O17.gz43_244001 


F 


M00057255C:A07 


UC2-PrimColon 


2856 


649390 


1910.P17.gz43__244002 


F 


M00057256D-.A11 


UC2-PrimColoii 
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LIBRARY 


2857 


734808 


1910D19cz43 244022 


F 


M00057242AH11 


UC2-PrimColon 

\J V_/itr 1 1 ALIA V^VJ 11711 


2858 


731125 


1910 L19 ez43 244030 


F 

1 


M00057252AD10 


UUi XI UllVsUlUll 


2859 


476455 


1910G20ez43 244041 


X 


M00057245DG02 


UC7-PriiTi Colon 

Uv*. 1 1 1A11V> vIVIA 


2860 


735754 


1910 M20 ez43 244047 


F 
1 


M00057253AH10 

lTlVUUJ 1 £**J JA.l llu 


T Jr2-Prim Colon 

VJVsX* 1 1 A11AV>V/1U11 


2861 


735477 


1910D21ez43 244054 


F 
1 


M00057242BF07 


TJr2-PrimPo1on 

\JK*4* A 1 1A11 V/V71V^A1 


2862 


734894 


1910121 ffz43 244059 

171U > iXl,gL*TJ AT i UJ 7 


F 


M00057248AH10 


TJC2-PrimColon 

vvai X llUXVswAULl 


2863 


473588 


1910 J21 0743 244060 


F 
1 


M00057249CC07 


T IC7-Primro1on 

\J 1 1 11 llV^wlUAl 


2864 


735665 


1910 K21 P743 244061 

171 V.lv£> 1 •gb^J Z»T*TV/VJ1 


F 


M00057250CG02 


T TC7 -PrimColon 

V>^» X 1 111 1 V^UIVJI 1 


2865 


725095 


1910 M22 ez43 244079 


F 


M00057253BC06 


1 JC2-PrimColon 

UV/ii A 1 1A11V>V71VJ1A 


2866 


726081 

# x*vj\j \j a 


1910 P23 ez43 244098 


F 


M00057257AH10 


T JC2-PrimColon 


2867 


455821 


1910F24ez43 244104 

A.-' AV.A £*M ?~j LTTlu i 


F 


M00057244CE06 


UC2-PrimColon 


2868 


449537 


1910 024^743 944113 


F 


M00057755DF02 


T TC7 -Prim Colon 

XJ \*rx\* A 1 U1LV> v/lV711 


2869 


514697 


1910 P24 pz43 2441 14 

A -S 1U,1 A»"T ,^CtTJ f f 117 


F 


M00057257BC11 

ITIV/ UUJ / Z*.7 / U.V^r 1 1 


TJC2-Prim Colon 

V^Z» A 1 JUL11 V> wlv71A 


2870 

x* O / \J 


586794 


1911 101 ez43 244123 

1711,lUl,gLtJ 


F 

X 


M00057269D-F02 


T IC2-Ptim Col on 

A 1 JAILX^/VJI wlA 


2871 


648710 


1911M01ez43 244127 

A .7 A A . lUV 1 it-/* llmJ & 1 1 lA( 


F 


M00057275BB02 


UC2-PrimColon 

\J\**X* A lUllV/V/lwll 


2872 


630348 


1911 C02 oz43 244133 


F 


M00057260AE05 


UC2-PrimColon 


2873 


733570 


1911F02O743 244136 


F 

X 


M00057266DB12 


UC2-PrimColon 

\J \^x* A 1A111V^V71wAX 


2874 


480723 


1911 J02 ez43 244140 


F 


M00057271AE04 


UC2-PiAmColon 


2875 


728756 


1911 C03 ez43 244149 

17 1 l.VyVJ.gLTJ A"T7 


F 


M00057260AE11 


UC2-PrimColon 

V7V/^> 1 1 1111 VsVSAV/Al 


2876 


735071 


1911 E04ez43 244167 


F 


M00057265DB12 

i'Av \J\J*J 1 £*\J*t X\f *XJ XX* 


UC2-PrimColon 


2877 


630655 


1911K04ez43 244173 

17 11 • T iK ' - A I I X. f J 


F 


M00057273AC08 


UC2-PrimColoii 


2878 


736014 


191 1 N04 0743 244176 

171 l.l^VT.gLlJ ^# I ■ 1 / VJ 


F 


M00057279AG02 


UC2-PrimColon 

V7V^^# A lllll\jviwli 


9879 


47 


191 1 P04 ff743 244178 


F 


M00057283AE06 


1 TC9-PrimColon 

\J\s£* A 1 A111V>V71V7AL 


7880 


482145 


1911 D07 oz43 244214 


F 


M00057262BC03 


UC2-PrimColon 

\J X.SX* A X UllwUlUU 


9881 

ZrOO 1 


735834 

/ JJOJt 


1911 KI0o743 7449 60 


F 

X 


M00057273B-A12 


UC2-PrimColon 


7887 


42 


1911 P10 0743 244274 


F 

X 


M00057283BD09 


UC2-PrimColon 

\J\*/X^ A 1 11 11 \»/UlUll 


788*3 

&OOJ 




1011 Mil 074^ 944987 


F 


MO00S7977RPOO 


1 IC9 -Prim Colon 

Uvi" 1 1 AlllV^VJlVJAl 


9884 


4S0697 


101 1 nil 0743 944989 

X71 l^V/l l.g6tJ it*tA07 


F 

X 


M00057781 A*D08 


I JC2-PrimColon 

V7v^^> A 1 UUvUlUU 


7885 


4470 ! 


1911 Ml 9 <ry43 244303 

1711.1VllZ>,g&tJ Z.TTJUJ 


F 


M00057277BE10 


I JC2-PrimColon 


9886 


tJUUUJ 


191 1 Ol 9 0743 94430*5 

1711. \J 1 ir .gLtJ ^.T*T-7 wJ 


F 

X 


M00057781 A-H02 

iti\/\/v/*i / z.o in.iiuz> 


UC2-PrimColon 

UV^Z< A 11A11VxV71^1A 


9887 
Zoo / 


487085 


1011 K15 0743 944340 


F 

IT 


TVT000S7773r-F1 1 

1V1WV/VJ J / Z» / -> v_^.x 1 1 


T TC9 -PrimColon 

A 1 llllV^V71vll 


9888 

ZrOOO 


6S7787 


101 1 G18 074^ 944393 


F 

X 


M00057768BB03 


T JC2-PrimColon 

A 1 1111V/ vl VU 


988Q 


795784 

/ A< J / o*t 


101 1 HI 8 0743 944394 

1711.1110,g£i*tJ ATTJ7 , t 


F 

X 


M00057269C-F01 


UC2-PrimColon 


98Q0 


770371 


1011K10O743 944413 


F 

X 


M00057773DA06 


TJC2 -PrimColon 


98Q1 


73771^ 


101 1 H99 0743 944458 


F 
1 


M000^7760r-H06 


T JC2-PrimColon 

1 1 llllV^ Ulvll 


2892 


420504 


1911.B23.gz43_244468 


F 


M00057259D:D11 


UC2-PrimColon 


2893 


735687 


1911.F23.gz43_244472 


F 


M00057267C:G09 


UC2-PrimColon 


2894 


728790 


! 1911J23.gz43_244476 


F 


M00057272C:D08 


UC2-PrimColon 


2895 


734131 


1911.P23.gz43_244482 


F 


M00057283D:B12 


UC2-PrimColon 


2896 


725951 


1911.D24.gz43_244486 


F 


M00057265C:F03 


UC2-PrimColon 


2897 


554703 


1911.E24.gz43_244487 


F 


M00057266C:G12 


UC2-PrimColon 


2898 


546642 


1911.L24.gz43_244494 


F 


M00057275B:A12 


UC2-PrimColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


2899 


730189 


1912E03gz43 244535 


F 


M00057291BH08 

1UVUVJ / J-**' X XJ ,X lu KJ 


UC2-PrimCo1on 

v> \~ti* x x xxll \s\Jl\JXx 


2900 


728768 


1912.D08.gz43 244614 


F 


M00057290BA02 


UC2-PrimColon 


2901 


420402 


1912.H10.gz43 244650 


F 


M00057299CA08 


UC2-PrimCnlon 

\* V/^< X AlXl&VyV/XV^lX 


2902 


737109 


1912F12ez43 244680 


F 


M00057293AH03 

ITiUU V*/ / L7JA.1 XV/*/ 


UC2-PrimColoii 

w X 1 XlXl\^>V/lx/Xl 


2903 


424672 


1912H15az43 244730 


F 


M00057299DE04 


UC2-PrimCnlon 


2904 


558045 


1912D16ez43 244742 


F 


M00057290DG03 


UC2-PrimColoTi 

w X lXLUv_^/i.l/Xl 


2905 


733856 


1912F16sz43 244744 


F 


M00057293BH04 

ItXV/V/n/w/ / A* s -J XJ .1 Iv i 


I JC 7 -PrimCnl nn 

wV^^i XT 1 XXXI WV/1V/XX 


2906 


736449 


1912H17ez43 244762 

X XX..XXX # .fj/jTJ Mil » 


F 


M00057300AA08 


UC2-Primrolon 

V/VsAi X XX1X&V>V/AU11 


2907 


148201 


1912 HI 8 ez43 244778 


F 

X 


M00057300AB06 


T JP7 -Pri mrinlon 

\J \sZ» X J XXlXv/V/ll/Xl 


2908 


639427 


1912E19ez43 244791 


F 


M00057292AB08 


TJr2-PrimfVilnn 


2909 


730187 


1912 B21 ez43 244820 


F 


M00057787AH06 


1 TP7 -PHmPxilnn 

\J\s*Z* X 1 ULXVA/XwXl 


2910 


732300 


1917D24&743 244870 


F 


M00057791 RD08 

IVXV/WV-I / /.711/.1/VO 




291 1 

A* J X X 




1971 A01 P743 744883 


X 


M00057314AA10 

1VX\JVJVJ_7 / _J X t/x,jV X vr 


I TP 7 - Prim P nl nn 

V/ V_/Z, X 1 IXllV^i/lUiX 


2912 


549557 


1971 J01 pz43 744892 


F 


M0005733 1 D-D08 


T TP7-PrimPrilAti 


2913 


470199 


1921 E02ff743 244903 


F 

X 


M00057320AG08 

itxvv/v*/ / Java. vjv/o 




2914 


729125 


1 97 1 F03 P743 744920 

X 7^ X .X V/J . g£/T./ 4 t TT7AV 


F 

X 


M00057323RG04 


T TP? -Pri m C nl nn 

\J X X iXXl \JlX 


2915 


640341 


1921 C04&743 744933 


F 


M0005 73 1 6DD02 

xVXV/V/V/J f »/ 1 Ui/.1/Vi« 


I JP7-PrimPnlnn 

v/ x x UU\/ VJlv/Xl 


2916 


77737 


1921F04ez43 244936 


F 


M00057323BH08 

XtXV/X/V/^/ f Ja>^JJ,XXvU 


UP2-PrimPolon 


2917 


735469 


1921 G04 ffz43 244937 


F 


M00057324BE04 


UC2-Prim Colon 


2918 


736733 S 


1921B06az43 244964 


F 


M00057315D-C06 


I IP2-PriniPnlon 

V/ \sA* X X Xlll wV/l\JXl 


2919 


732969 


1921 106 &z43 244971 


F 


M00057328CF11 


T JP2-Prnri Pnl nn 


2920 


635849 


1921 J06 2z43 244972 


F 

X 


M00057332AC06 


T JP7-pTimPnlon 

\J V> X 1X111V^V/1V/XL 


2921 


733146 ! 

/ — '«/ A ^V/ 


1921 O06 ez43 244977 


F 

X 


M00057339DH09 

ITXv/X/W*/ / JJ/l/,llV/7 


UC2-PrimPolon 

WVA X 1 UlX\>wAwXX 


2922 


737114 


1921 A07&743 744979 


F 

X 


M00057314BH06 

IVXV/X/V/*/ / «7 XTXJ.XXV/V/ 


t JP2-PrimPnlon 

\J\-*£d> X IXliLVy^lV/XL 


2923 


732114 


1921 L07 sz43 244990 


F 


M00057334DE03 


UC2-PrimPnlon 

\J\s£* X 1 XIXE^/wXUU 


2924 


482788 


1921 P08 ez43 245010 


F 

X 


M00057341DB09 


UC2-PrimColon 

\J V/Z. X 1 X111V^\/1^/XX 


2925 


554647 


1921 M10 ez43 245039 


F 

X 


M00057337CG12 


UC2-PrimPolon 

^/V/^> X A Xlll VAX 


2926 


552623 


1921 Bll ffz43 245044 


F 

X 


M00057316AB04 

IVXV/VV/./ / •/ X VXX.IJV/T 


UC2-PrimPolon 


2927 


447705 


1921 Ell ez43 245047 


F 

X 


M00057320DC02 

IVXV/V/V/^/ » jAfUl/ a V>UAi 


UC2-PrimPolon 

\~J \-fd-* X 1 UllV^wlwXX 


2928 


731748 


1921 Gil £z43 245049 


F 

X 


M00057324CG05 


UC2-PrimPolon 

V/ X X XL 11 V/\JlviI 


2929 


797093 


1Q71 Rl 7<r743 745060 


F 

X 


M00057316AD09 

IVXV/V/V/J / J x\j£\.*xJ\J+7 


TJP7-PrimPnlnn 


2930 


55 1 607 

«/»7 X vIV/ / 


1971 Nl 2 ff743 745077 

17i.l.li lZr.gz.tJ l.'-xjkjia. 


F 

X 


M00057339AE08 

1VXV/V/V/J f JJ7rl,lvUO 


UC2-PrimPolon 

w XT 1 XlllVsV/lV/JX 


2931 


727013 


1971 G13a743 745081 


F 

X 


M00057324DE10 


UC2-PrimPolon 

w V-/X« X XXLL1V^V/1V/1X 


2932 


777018 

l Ad I V XO 


1971 L13 ^743 745086 

X 1 .XjX J.gXiTJ AtJUOU 


F 

X 


M00057336BE01 


UC2-PrimPolon 

\J \**£m X X 1111 v«« V/l \JLx 


2933 


548635 


1971 G14ff743 745097 


F 

X 


M00057324DH03 


UC2-PrimPolon 


2934 


726692 


1921.J14.gz43 245100 


F 


M00057332C:F12 


UC2-PrimColon 


2935 


556430 


1921.D15.gz43_245110 


F 


M00057319D:E06 


UC2-PrimColon 


2936 


726692 


1921 A16.gz43_245 123 


F 


M00057314D.E09 


UC2-PrimColon 


2937 


473225 


192LF16.gz43_245128 


F 


M00057323D:E10 


UC2-PrimColon 


2938 


892 


1921.K16.gz43_245133 


F 


M00057334A:C12 


UC2-PrimColon 


2939 


730997 


1921.C17.gz43_245141 


F 


M00057318BJ105 


UC2-PrimColon 


2940 


51616 


1921.E18.gz43 245159 


F 


M00057323A:F01 


UC2-PrimColon 
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SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


OKIE 

NT 


CLONE ID 


LIBRARY 


2941 


546642 


1921.F18.gz43_245160 


F 


M00057324A:A09 


UC2-PrimColon 


2942 


643005 


1921.G18.gz43_245161 


F 


M00057325B:D06 


UC2-PrimColon 

vx x*xx# a x mi x^xx/xv/xx 


2943 


735054 


1921.H18.gz43_245162 


F 


M00057326D:B10 


UC2-PrimColon 

^X XX a* X A UliVvlvli 


2944 


727231 


1921.F19.gz43_245176 


F 


M00057324A:C08 


UC2~PrimColon 

XX XX A* X 11ALA wV/XV/ii 


2945 


733464 


1921. J19.gz43_245 180 


F 


M00057333A:D08 


UC2-PrimColon 


2946 


457092 


1921.B20.gz43_245188 


F 


M00057316C:A06 


UC2-PrimCoion 


2947 


733723 


192LH21.gz43_245210 


F 


M00057328A:F02 


UC2-PrimColon 


2948 


557177 


1921.121.gz43_245211 


F 


M00057331C:E10 


UC2-PrimColon 


2949 


734582 


1921.K21.gz43_245213 


F 


M00057334B:F01 


UC2-PrimColon 


2950 


448431 


1921.L21.gz43_245214 


F 


M00057336D:F07 


UC2-PrimColon 


2951 


697006 


1921.H22.gz43_245226 


F 


M00057328A:F10 


UC2-PrimColon 


2952 


452936 


1921.122.gz43_245227 


F 


M00057331C:F10 


UC2-PrimColoH 


2953 


727132 


1921.L22.gz43_245230 


F 


M00057337A:A06 


UC2-PrimColon 

xx xx^* X J. XXI xxxnxa\xxx 


2954 


513306 


1 92 1 .F23 .gz43_245240 


F 


M00057324B:A06 


UC2-PrimColon 

XX XX*.* X J. XXllXx X/XV/XJL 


2955 


642986 


1921.P24.gz43J245266 


F ; 


M00057344A:G07 


UC2-PrimColon 

XX X^/^ A X XXII. XX viUJLl 


2956 


496752 


1924.G03.gz43 245338 


F 


M00043308A:D09 


UC2-ColonMetLiver 


2957 


498509 


1924.H03.gz43 245339 


F 


M00043310A:F01 


UC2-ColonMetLiver 


2958 


450805 


1924.E04.gz43 245352 


F 


M00043304B-A10 


UC2-ColonMetLiver 


2959 


451456 


1924.G04.gz43 245354 


F 


M00043308A:F06 


UC2-ColonMetLiver 


2960 


494625 


1924.M04.gz43_245360 


F 


M00043317B:B12 


UC2-03lonMetLiver 


2961 


490401 


1924.P05.gz43_245379 


F 


M00043321B:E05 


UC2-ColonMetLiver ! 


2962 


495105 


1924H08ez43 245419 


F 


M00043310CB04 


UC2-ColonMetLiver 


2963 


496957 


1924.E09.gz43_245432 


F 


M00043304C:E01 


UC2-ColonMetLiver 


2964 


494306 


1924.I10.gz43 245452 


F 


M00043312DA02 


UC2-ColonMetLiver 

XX V4* V\/l Vlil ▼ AVfcXVl T VI 


2965 


492544 


1924.Jll.gz43 245469 


F 


M00043313D:B04 


UC2-ColonMetLiver 


2966 


451081 


1924.M1 Lgz43_245472 


F 


M00043317D:C02 


UC2-ColonMetLiver 


2967 


495951 


1924.K14.gz43 245518 


F 


M00043315C:D05 


UC2-ColonMetLiver 


2968 


450349 


1924.D15.gz43_245527 


F 


M00043303B:E11 


UC2-ColonMetLiver 


2969 


498951 


1924.L15.gz43_245535 


F 


M00043316C:F06 


UC2-ColonMetLiver j 


2970 


450999 


1924.C17.gz43J245558 


F 


M00043301DJB12 


UC2-ColonMetLiver 


2971 


499693 


1924.G17.gz43 245562 


F 


M00043309A:H06 


UC2-ColonMetLiver 


2972 


498242 


1924.F18.gz43 245577 


F 


M00043307B:F11 


UC2-ColonMetLiver 


2973 


499700 


1924.H18.gz43_245579 


F 


M00043311B:H08 


UC2-ColonMetLiver 


2974 


479604 


1924.L19.gz43 245599 


F 


M00043316D:F04 


UC2-ColonMetLiver 


2975 


562516 


1924.N19.gz43 245601 


F 


M00043319A:D01 


UC2-ColonMetLiver 


2976 


553779 


1924.L21.gz43_245631 


F 


M00043316D:F09 


UC2-ColonMetLiver 


2977 


. 493746 


1924.E24.gz43_245672 


F 


M00043306B:A09 


UC2-ColonMetLiver 


2978 


494325 


1924.H24.gz43_245675 


F 


M00043312B:A10 


UC2-ColonMetLiver 


2979 


453078 


1933.H03.gz43_245723 


F 


M00043340B:B04 


UC2-ColonMetLiver 


2980 


492887 


1933.J04.gz43_245741 


F 


M00043343D:H03 


UC2-ColonMetLiver 


2981 


450283 


1933.F05.gz43_245753 


F 


M00043335D:E02 


UC2-ColonMetLiver 


2982 


494271 


1933.M05.gz43_245760 


F 


M00043351C:A07 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEONAME 


ORE 
NT 




T.TBRARY 

J Jl IJJVTIXV X 




4481 10 


lOOO /™\nC rrrr/IQ 0/!57£0 

1 933. U05 ,gZ43__Z45 /oz 


r 


A /AA A/1 1 1 C A T\*f^ A 1 

M0004335 4JJ: L/0 1 


UC2-CoionMetLiver 


zy©4 


A 1 OAO 1 

41Z6Z1 


1 OOO T\f\£ at/1 3 0/!57£7 

iy33.JJ00.gZ4j_Z43 /0 / 


u 
r 


A >TO OO /1 0 O O AT\ . A ^ 

JVL00043 3 3 0D : O05 


U Cz-ColonMetLiver 


zyoj 


4yzozy 


1 0*2*2 TO/C nr^AI 0/K770 
iy 33. 10o.gZ43_Z45 / /Z 


r 


A if O OO /1 1 0 >1 o . n AO 

M00043342CIO02 


U C2-LolonMetLiver 


zyoO 


A\G1 01 0 

4yiziz 


1 OO.Q "E07 rr«y/l^ 0/1578/1 

iy33.1i0 / .gZ43_Z45 /54 


r 


xyfooo/io'ao/i a .171 0 
M00043334A.r 10 


uc2"CoionMetl-river 


0Q87 

zyo / 


44 /U3 / 


10/2*2 unQ nvA/l 0/1^81 o 

i y j d .riuy ,gz4 o__z43 o i y 


TT 

r 


A/iooo/i 'iiA riTi'i^ni 
M000433401J.C03 


u uz-uoionMetLfiver 


zyoo 


4yoyuy 


loi'j nn rr^A^ 0/i^83fi 

1 y 3 J . L/ 1 U .gZ4o_Z4 j Ojv 


t: 
r 


A>TOOO/17 < 50« A -13 1 0 
lVlUUU4J3ZoA.JttlZ 


u uz-coionMetLiver 


0O8O 

zysy 


4yiyjj 


i y 3 3 . D 1 U .gZ4 J _JJ\ J o J 1 


T7 


A/fooo/iooo 1 r.nAi 
M0004333 1CO01 


TT/T*0 /P/^1^*%Aifa*l 

U C2-coionMetL/iver 


oooo 
zyyu 


nyoo /0 


1 y 3 3 .IN 1 0 .gZ43_Z45 54 1 


i? 
r 


AiTOOOylOOCQT^.'Cl 0 

M00043353L/.1112 


u C2"CoionMetXiiver 


zyyi 


C OOO/I O 

500040 


iooi nn *tt/11 o/i^8£i 
1 y3 3 . o 1 Z ,gz43_245 oo 1 


r 


A/fOOO/IOQO/C A 'UTO£ 

MU0043326A.rl06 


U 02-LoionMetLfiver 


OQOO 

zyyz 


553594 


1933.UlZ.g243_Z45o /4 


r 


A 4"A OO A 1 1 Z. A T\ -UO 0 

MU0043354L>.ri08 


U C2- t/OlonJVletLiver 




1 oi o 

561712 


1933.JN 14.gZ43_245905 


17 

r 


AVTOOO/IQOC A A .17A/C 

M00043354A:Jd06 


UC2-LolonMetLiver 


zyy4 


a <oaoo 
45U02/ 


1933J15.gz43_z4591 / 


17 

r 


AyTAAA/IOO/lyl/^./^l 1 

M00043344C:L1 1 


UC2-LolonMetLiver 


zyy3 


/I^OIOQ 

4->uizy 


1 y 3 3 .JS.1 0 .g243_Z45 y 34 


17 

r 


AvlAAA/f "2*2/1 O A -Ft AO 

M00043348A.D02 


TTAn /^^l^»»Aif«*l :- rn - 

U C2-LolonMetLiver 


zyyo 


AOOOOO 

492 / /y 


ia<3i pn *-»/io oacoao 
193 3. CI /.gz43_245942 


17 

r 


A jf A A A A 'J'JO AO -UAO 

M00043 32913 :H07 


U C2-ColonMetLiver 


OOOO 

zyy/ 


453068 


i aoo pin n nACfiCQ 

1 y 3 3 . CI 8 ,gz43_24 5 95 8 


T7 

r 


A/fAAA/l'J'JTAP.ni O 

M00043329L:D12 


U C2-LolonMetLiver 


zyy© 


450804 


1933 .r 18.gz43_245961 


F 


UfAAA/m^^P. A A/I 

M00043336C:A04 


U C2-ColonMetLiver 


2999 


1015 


1A51 XT! O ~~A1 Oyl^O/^O 

1 93 3 .N 1 8 .gz43 245969 


F 


M00043354B:L04 


U C2-ColonMetLiver 


3000 


561834 


1 933 .N20.gz43_24600 1 


F 


M00043354B:F12 


UC2-LolonMetLiver 


3001 


552687 


1 933 .023 .gz43_24605 0 


17 

F 


HirAAA/lOICiD.DAI 

M00043355B:B01 


U C2-LolonMetLiver 


o aao 

3002 


517346 


1933 .024.gz43_246066 




X/TAAAilOOf CD.TM O 

M00043355B.D12 


UC2-ColonMetLiver 


QAAO 

3003 


Ani A AO 

491448 


1A*3C nnc ^„<40 1/I^OOrt 

1935.B05.gz43_Z46z89 


r 


li /f AAA/f *3*5 A^A.UAI 

M00043392L:r 02 


U C2-LolonMetLiver 


3004 


553890 


1935 .K06.gz43_2463 14 


F 


UAAA/IOCAI A .Am 

M0004350 1A:U07 


UC2-ColonMetLiver 


OAAr 

3005 


635439 


1 935 .N06.gz43_2463 1 7 


F 


MO 0043 504B : C 02 


UC2-LolonMetLiver 


3006 


402070 


1935. 107 .gz43 246328 


17 

r 


A /f A AA/t *2 /I AA/P./PAO 

M00043409U:C0 / 


U v^2-colonlVletLiver 


2000 
300/ 


448924 


ia-jc ttao ~r,A 1 'lACLIAI 

1 935 .H08 .gz43 246343 


17 

r 


A if A A A/1 0 /! AlCT\ . /PO/l 

M00043 406D: C04 


U C2-ColonMetLiver 


3008 


562886 


1 935 .U08 .gz43_24635 0 


17 

r 


A if A A A A 1 A C U • O *2 

JV100043505B:O03 


U C2-ColoiiMetLiver 


OOOO 

30oy 


558055 


1 AOf AAA Q 1/1/C*3/CrfC 

1935.U09.gz43_246366 


r 


A/TOOO/1 1 « A £12 ./TlOO 

JV100043505B.U0 / 


u U2-coionMelX/iver 


3010 


A<1 AZC 

451456 


1 93 5 .HI 5 ,gz43_246455 


17 

r 


AiTAAA/l *3 jtAaA-TTAO 

M00043407fw:rl08 


u U2-coloniVletX^iver 


301 1 


5553yy 


i Aif xti ^ /vrr/io ^ ac Ann 
1 935 .IN 1 6 .gZ43_2464 / / 


17 

r 


A AO A A/1 0 £ A/1 /"VCOO 

M00043 5 04C Jb03 


u L/2- | wOionMetLiver 


001 o 
3012 


498629 


1 935 .HI 7 .gz43_246487 


17 

r 


A >TA A A A O /I ATT^ ./*2A<£ 

M00043407JD :U06 


IT'PO /Ps^lsxwAifA+l 

U L2-LolonMetLiver 


001 o 
3013 


AOOQOC 

490805 


1935.bl8.gz43 246500 


•p 
r 


AiTAAA/lO/IAl A ."COO 

M0004340 1 A:b09 


U U2-coionMetLiver 


"201 A 

3014 


450335 


1935.r 18. gz43 246501 


17 

r 


AJTAAA/IO/1 A*312. A 1 O 

M00043403B:A12 


U C2-coioiiMetLiver 


jUI j 


446964 


i A'jc XTOO rwA 1 lAZCTJ 

1 935. JN 22 .gZ43_2465 /3 


17 

r 


A AOOO A 1 < O A X\ • nf\ Q 

M00043 504JJ.U08 


u v^z -uoioiiMetLfiver 


•20 i £ 
3016 


<107fl1 

522/03 


i Aor TlO/f 0 O/l/CiCAT 

1 935 .F24.gz43 246607 


17 

r 


A AOO A A 1 < A /CT\ ."CO (L 

M00043506U.r 06 


u U2-v>oioiiMetJLiver 


301 / 


549853 


1936.K05.gz43_246682 


17 

F 


li/TAAACil A A/1 A .UA/1 

M0005 4494A:rl04 


U cz-coionMetLiver 


DVJ 10 




l y j o.iviu«> .gz*t j^ztoooH 


17 




T1C)-Cn\cm\Ap4l ivpr 
\jv^z,~\^uiuiiivxcLJUivcr 


3019 


481057 


1936.P05.gz43_246687 


F 


M00054501C:E08 


UC2-ColonMetLiver 


3020 


414739 


1936.C08.gz43_246722 


F 


M00043508D:C01 


UC2-Ck)lonMetLiver 


3021 


559720 


1936.O08.gz43_246734 


F 


M00054500A:F04 


UC2-ColonMetLiver 


3022 


554908 


1936.Mll.gz43_246780 


F 


M00054497DA04 


UC2-ColonMetLiver 


3023 


449000 


1936.Nll.gz43_246781 


F 


M00054498D:F01 


UC2-CoIonMetLiver 


3024 


556768 


1936.F13.gz43_246805 


F 


M00054488A:F01 


UC2-ColonMetLiver 



144 



WO 02/14500 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


OWE 
NT 


CLONE ID 


LIBRARY 


jVJZJ 




1" JO. 11 J .gZ43_Z40o4U 


r 


JVIUUU J 44 y/ A. JLI U4 


u L/ZH^oionMetLiiver 


3fi7A 


/tQQ7£Q 


107 A T1A rt-z/l^ 74.A257 
iy DO. J 10.gZ4:>_Z*f0o J I 


r 


A/TA A A*C /I /I »T7 A/l 
JYLUIHJ j44y 3 U .iiU4 


u i^z-coioiiivietJ-»iver 




JOZoZJ 


lO^A PIS fT7^ 7 A A ft 01 
1 y j 0 . 15 1 o , gZ4 J_Z40 5 o 1 


T? 

r 


\>TnAA/i'2^fiftn'/'^i i 


TTP7 Prtl/M^AA'ia+l tirar 

u v>z -coionMetLiiver 


OUZo 


^0574. 


103 A 1771 7AA07,7 
1 7J 0 .HZ 1 .gZ4 3_Z40iOZ 


17 

r 


JV1U UU J 44o /U.AU1 


1 TP 7 P<-»1r\*lA^**fl 




«<1QOA 

jjzyzu 


107 A f*77 rrr/17 7AAQ7A 

1930.UZ3.gZ4j_Z40y /4 


r 


M00054301A.Jcil 1 


u^z-L/OionMetLfiver 


QAQA 


<<7A9A 
JJZUOO 


1Q71 AA1 ^vrr/IQ 7/1A007 

i y / 1 . au i .gz43_Z4oyyz 


r 


A/TAAA^/171 7 A • A A3 

M00034 / 1 / A. A03 


u Cz-uoionMetLfiver 


Jlol 


«1 1 77 


1Q71 TAA 1 0 7/lAOO^ 

i y / 1 . jju i .gz4 j_z4oy y j - 


r 


X^AOA^/nOA/^ 1 . A A1 
JYIUUUj4 /ZOC AO 1 




^a^o 

jUJZ 


301030 


1 Q7 1 lift 1 7 7/1 AOOO 

i y / 1 .xiu i .gz4 j_z4oyyy 


t? 
r 


TVvf A AA ^ A 70 A X\ 'C 1 A ^ 

M000j4 /Z4JL/.C0j 




jyJJD 


*JVO/ /Z 


1071 V01 nvAl 7A70O7 
iy / 1 .JS.U 1 .gZ4 J_Z4 / UUZ 


17 

r 


\>f A A A 5 477 7Ffc • P A A 
MUUUj4 /Z /U.CUO 


T TP 7 Prt1rt*»Ayfi3ffl «■» r£»»- 


3034 


54iOjO 


1 y / 1 . A03 .gZ43_Z4 /0Z4 


r 


A^TAAA^/171 7 A -C^fYI 
M00034 / 1 / A.C0 / 


U L,z-coionMetLiver 


o. A7< 
3035 


55583 / 


1A71 XJA^ /vrr/lO 7/17A^7 

iy / 1 .1505.gz43_z4 /05 / 


TJ 

r 


\yTAAA</171 OTJ-T^A^ 

M00054 / 18J3.1J03 


TTP7 P^1rt*%A>T«fT 

ULxZ-uoionMetLiver 




55// 14 


iy / l.U05.gZ43_Z4 /05y 


•p 
r 


AvTAAA<I/l77Ar , 'ni A 
iYl00054 /ZOL/.LrlO 


1TP7 Prt1/\«Ajfia4-T nnw 


303 / 


/MA A AO 


1071 rnc r+~Ai 7/f7AAA 
1 y / 1 . 1105 .gz43_Z4 / 060 


T7 

r 


\>TAAA</1771 P.ni 1 

M00054 /Z 1 L.0 1 1 


U Cz-i^oionMetLiver 


7 A7 0 

3038 


/I CA/l 1 A 

450410 


197 1 .r 05 .gz43_24 7061 


17 

r 


TV K A A A £ /f 77 1 1" 1 • F\ A 1 

JYL00034 /zzU.lJOl 


TTP7 P^1^**A>T«*-1 

UC2-ColonMetLiver 


303y 


/tO/1 A/17 

484043 


1AT1 T A^ --/JO 7/1*7AA7 

iy /!X05.gz43_z4 /06 / 


t 


"\>TAAA<k/I77A13. A AO 

M00054 /Zyt>.A08 


1TP7 P^1««A^o*l «ra«i 

UCz-colonMetLiver 


3040 


A CO/lOO 

452488 


iy / 1 .IN 05 .gz43_z4 /069 




AiTAAA<»7'2 1 A 

M0005473 1 A.U0 / 


U C2^olonMetLiver 


3041 


/I C AT70 

4502 /8 


1971 . A06.gz43_z47072 


r 


A A AAAC/171 7 A ./^lAO 

M000547 1 7A:U09 


U C2-CoIonMetLiver 


OA/11 

304Z 


^ Al oil 

561313 


iy / 1 .D06.gz43_z4 /0 /5 


u 
r 


A>TA A A< A 77 AP -XJA 1 

JYL00054 /ZOCrlOl 


T T/^O ^1 a*« A K a+T m* 

U uz-uoionMeti/iver 


3043 


5574ZO 


1971X06 .gz43_Z4 / 0 8 3 


u 
r 


A yTA A A< >1 77 AU .!> A7 

M00054 /291>:1303 


U Cz-L^lonMeiLfiver 


OA/1 A 

3044 


553316 


1AT1 fAA 1 1/I7nc 

1971 .JF09.gz43_247l25 


T? 

r 


A X A A A C A 77 7 . AO 

M00054 /ZzD.U08 


U uz-ColonMetJLfiver 


OA/1 C 

3045 


555818 


197 1 .109.gz43_247 128 


r 


AiTAAAC/177/C A .T\A7 

M00054726A:D02 


U C2-ColonMetLiver 


3040 


551096 


1AT1 TT1 C\ ~„A 1 O/niylO 

19/1 .rll0.gz43_Z4 / 143 


T? 

r 


AVTAAA^^77^ A • A A< 

JV100054 /Z5 A.A05 


Uv^z-coionMetLiver 


on/17 

304/ 


556654 


1AT1 Dirt 1 4*71^1 

iy/l.rl0.gz43_Z4/151 


17 

r 


A A A A A < A 11 A X> • AA 

M00054 / 3415.L/06 


U czMJoionMetLiver 


3048 


C< £ A A1 

555491 


19 / 1 .HI 1 .gz43z4 / 1 59 


r 


A>TAAA</I77< A .17AO 

M00054 /z5A:r09 


1TP7 P*>1^*»A/r***T U, A « 

u Cz^JoioiiiVietLfiver 


3049 


559380 


1 97 1 . M 1 1 .gz43_247 164 


T7 

r 


A/TnAA^/177A'D.171 1 

M00054 /30d:F 1 1 


1TP7 P^1a*%AJTa+T »mm> 

u Cz-L^ionMetJLiver 


3050 


86175 


1A71 U11 **~A1 OAH1HZ. 

197 1 Jtil2.gz43_z47 175 


u 
r 


A>TAAA£,/I77^ A <UAA 

M00054 / Z5 A,rl06 


1TP7 P^1rt«A/T«tl 4«r<vf 


7A< i 


561830 


1071 Til t***A1 T/1'7170 


T? 

r 


A/T A A A ^ /i 77 0 P ♦ Aft 


1TP7 A /f **+T -I-»r«T- 

u ^z-v^ionivieiL*iver 


305Z 


AO 1 A^O 

4Z1959 


1 ATI C*\ A rr-rAI OAl^fttL 

1 y / 1 » vj 14 .gz43_Z4 / Z 0 6 


17 

r 


A/TAAA<I/t77/1 A «riA7 

M00054 /Z4A.UOZ 


1TP7 Prt1/>-r»A>f<afl itrat* 


3053 


AAQA Z.1 

448453 


19 / 1 .iN 14.gz43_Z4 11 1 3 


17 

r 


A>TAAA<I/177 1 D.FVA/1 

ivl00054 /3 1d:1J04 


ucz-uoionMeuLiver 


3054 


56ZZ63 


1 y / 1 . JL 1 5 .gz43_z4 /zz / 


17 

r 


A >TA A A £ A 77 OP - CI (VI 

M00034 fZyv^.vjK) 1 


1TP7 A ^"rt+T J T rQf 

u i^z-L/OionJVietLriver 


"2 A<£ 

3055 


553739 


iy71.116.gz43_z4 /z40 


17 

r 


A K A A A C >1 77 AU • 17 A Q 

M00054 /Z613.rOo 


1 TP 7 P^%1 #«m A /To+T « tor 


3056 


557747 


1 97 1 .1 1 7 .gz43_z4 /Z5 6 


17 

r 


\/fAAA</177A13'T7AO 
M00054 /Z615.r0y 


1TP7 P^1<V*»A>f*afl «TrAf> 


3057 


14573 


1971.JN17.gz43 24 /Z61 


f 

r 


AifAAA^/177 1"D-/t!A7 

M00054 /3 Id.IjOz 


T TP 7 P«1rt*iA/T«fl 

u uz-coionMetLiver 


7 ACQ 

3058 


ceo i /\o 

553108 


1 97 1 .F 1 7 .gz43_24 / 263 


"C 

r 


A^AAA^/t77/1P. AA7 

M00034 / 34U.A0 / 


1TP7 P^k1<-r**AiT«*l «iar 


3059 


£ C A f\ A O 

554048 


1 97 1 .K 1 8 .gz43_247274 


F 


A li A A A € A 77 O T% ."D (\H 

M00054728D:J30 / 


1TP7 Pa1««*A/T«4.1 ^ rA «- 

UC2 -ColonMetLiver 


juou 


JJUJl J 




F 


M00054720DD05 


UC2-ColonMetT jver 


3061 


449035 


1971.121.gz43_247320 


F 


M00054726C:D10 


UC2-ColonMetLiver 


3062 


524721 


1971.122.gz43_247336 


i F 


M00054726C:E07 


UC2-ColonMetLiver 


3063 


555571 


1971.A24.gz43_247360 


F 


M00054718A:D11 


UC2-ColonMetLiver 


3064 


553869 


1971.N24.gz43 247373 


F 


M00054731C:H12 


UC2-ColonMetLiver 


3065 


552686 


1971.P24.gz43 247375 


F 


M00054735A:G09 


UC2-ColonMetLiver 


3066 


424723 


1972.103 .gz43_247416 


F 


M00054743A:C07 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


0RIE 
NT 


CLONE ID 


LIBRARY 




4995 1 7 
*t77 ji / 


1079P03<*743 947493 


P 

r 


M00054750n*Hl 9 
ivii/uuj*t / jU-LJ.niz 


u v^z^oioiuvieij-fiver 


3068 


551441 

J J l*t*Tl 


1Q79T04»743 947435 

17 /Z.ljV/*T.gZ*TO Z*t/*tOJ 


r 


iv>f 000^474 ^ n »r^oo 

1V1UUUJ4 / e tDxJ.\J\Jy 


U l^Z-C0I0IliYlcu-«lV6r 


3060 


86145 

OUl*fJ 


1 079 P04 ot43 94743 Q 


r 


lvT000^47^1 A-An^ 
JV1UUU JH i J 1A.AUD 


u i^z-L,oionMetL»rver 




556167 


1 079 P05 a-743 947449 


17 

r 


X/T0005 4737^*141 1 


u uz-uoionMeiL/iver 


3071 

OV/ / 1 


553834 


1 079 T05 or43 947410 
17 /Z.JUJ.gZHO /'rty 


17 


A/T000^4744 A 'H-l (\ 


u uz-uoionMetLiver 


307? 


454186 


1 079 P06 a-743 947458 

17 /Z.V^UO.g^HO_Z>t /*tJO 


17 
r 


^000547^7^^/11 
lVlUUUJ*f /J /\^.15UI 


TTP*7 /^/-»1<-it-iTV/fa+T iirai- 

u L/Z-i^oionMetLfiver 


3073 


466935 


1 079 FOR P743 947409 


r 


M00054730P-R1 9 
IVIUU U J *r / J 7\-/ . £3 1 Z 


u i^z-L*oioiuvicu-»iver 


3074 


567393 


1 079 O09 or43 9475 1 8 


r 


M00054750 A -ftl A 
1V1U U 1/ J*t / J UA. vJi U 


u v^z-^oioiiiviexLriver 


3075 


450149 


1079 F19 0743 947556 


p 
r 


MO0O54730r-Pfl^ 


ucz-^oioniviciijiver 


3076 


557568 


1079 Ol 9 ar43 947566 


p 


M000 5475 OTl -PH9 
1V1UUU J*r / JU-D.rUZ 


TTr^9-.r >l i-»1rtriA4<*fT i-tror 

u\^z-v^oioiiivieLL/iver 


3077 


599399 


1079 R13 ot43 947560 

17 / Z-.JJl O.gZHO Z*t / J 07 


r 


M00054736P-Mn7 


u ^z-^oioruvieuLi ver 


3078 


558670 


1079 D13 Q743 947571 

17/A,.l/lJ.giM-J XH/J/l 


p 


M00054738TYF01 
iviuuu J*t / j oxj.r \j x 


u v^z-\^oiOiiivicu-»ivcr 


307Q 

Jv/7 


459957 


1Q79T13ot43 947576 

17 /^.llO.g^HO A*T/J /O 


p 


M00054743P-P1 1 


u ^z-\^oioiuvicXJLiivGr 


3080 


593753 

JZJ / JJ 


1 079 "Ml 3 a?43 94758 1 

17 /Z.rN lO.gZfO ZH/ J61 


P 


M00054748R*m O 
IVIUUU JH / h-oJ5.LT lU 


T TP 9 P/\1 /"vr» A /Ttt+T itrof 

u L/Z -^oioiuvieiJLiiver 


3081 


50909 


1 079 "NT! 4 »t43 947507 

17 /Z.!N l*t.gZ*tO Zt/J7/ 


p 


M000^4748R'Pfn0 

iviuuu j*f / ^oo.Jtiuy 


TTP7 Pi-\1 rtf-» A /Tc*+T i-crof 

ui/Z -v^oioniviexijivcr 


308? 


553709 
J JO /uz 


1079 PI 4 fr-743 947500 


p 
r 


A/f00n^47^1P-P1 7 
1V1UUUJH/ JlJo.r 1Z 


T TP 7 Py^1/N-t^A/Tc»+T i-r ror 

u i^z-^oionJVLeiL#iver 


3083 


405839 

T-7JOOZ 


1079 D15 <t«743 947603 
1 7 / Z .XJ X J .gZ 4 !- 0_Z*t / OU J 


p 


iv/f 000547^ 8n*rin7 


T TP 7 P/x1r»«A4"<i+T ixrof 

ui^z-uoioDdVLeu-»iver 


3084 


403 1 99 
H-70 1ZZ 


1079 1715 (V7A3 9476H5 

1 7 / z ,r 1 j .gz**o_z*t / ouj 


p 


Mnnn^474np-i4n« 

1V1UUUJ4 /*f UCxlUo 


T TP 7 _P#>1/**»AyTa(frT Jnap 

u czHJoionMetLiiver 


3085 


403135 
4- to 10 o 


1 079 Ol 5 c*^43 94760A 
17 /Z.VJl J.gZ*rO Z*r /OUO 


P 


"\/f000^4741 r**no8 


T TP 7 _Pi-\1r«-r» A /fo+T tvro-r 

u L^z^oionivieu-«iver 


3086 


569703 

joz/yo 


1 079 1T1 ^ rrT/t'S 94761 A 
17 / Z.Ivl J.gZnO Zt- /Olv 


P 
r 


lVlUW J*f /4J 1Z 


TTP7_P/s1o**AjfA+T iiiai* 


3087 


5878^4 


1Q79 T16<t«t-43 94769^ 
17 / Z.J 10.gZ*f J_Z £ t/OZJ 


p 
r 


iv/rn nn ^ 4744P •ti no 

1V1U UU J *f / *f*fC , AJ UZ 


T TP 7 _P/O^M-»A/T£*tT itrar 


3088 


5534^7 


1 079 HI 8 nvAl 

xy 1 LAJx 0 .gZ^f 0_Z*f / OOZ 


P 
r 


1V1UUU J4 / J u u .l/U 1 




^080 

ousy 


cct 770 

jjI; /o 


1079 niQ n*,A1 lAlfflft 
1 7 / Z. VJl 7 .gZ4 J_Z'f / O / U 


p 
r 


JMUUUJ'f /*f lU.LrUj 


ucz-colonJVietLiver 


3000 


555077 
J JJU / / 


1079 T1Q rrr/L3 947/^79 
17 /Z,ll7.gZ*f J z*f/o/z 


p 


jviuuu j^ /*f jU .r U4 


TTP7 P n-rt A /T^+T nraf 

u L>z -coionMetLiver 


^noi 


557871 
JJ /o / x 


1 079 If 1 O n-rAI 747£74 
1 7 / Z JS. 1 7 .gZ*t J_Z*f / 0 / *\ 


p 
r 


JVIUUU JH /4 JU JtiUZ 


TTP7 P^1«n.^A/fo-t-T ; T , 0 r 

u Cz-uoloiiMetLfiver 


3009 


560989 


1079 P91 cra43 947608 

l7/Z.^/Zl.gZ £ rJ Z*t/U7o 


p 


MO0O^4738Tl-P1 9 
IVlUUUJ't / JoJD.JClZ 


TTPO-PAlnnA^ofT nror 


3003 


503459 
jU0*tjZ 


1079 T 99 <v*43 947793 
17 /Z.JLfZZ.gZ** O^ZH- / /Z0 


p 


A/TOOO ^ 4746n -P H ^ 
IV1UUU J*f / WL/.IlU J 


U V^Z-l^0l0IliV16TX>lV6r 


3004 

OU7t 


555773 


1079 H94 ctt43 947747 
17 /Z.L/Z £ f.gZ'tJ__Z*f / /*f / 


p 


A>in0n^4730 A «PH7 
IVlUUUj^f / J7A.rU / 




3005 
outj 


474300 


1079 M94 ctt43 947756 
1 7 / Z .IVIZt- .gZHO Z*t //JO 


p 


M000^4747TYttn^ 
IVlUUU 04 / *r /XJ.DKjD 


T TP 7 _P/>1 r»n A>f<i+T ixror 


3006 

JV7D 


55601 0 
JJOUI7 


1081 T01 <*t43 947760 
l70l.JUl.gZ £ tJ_Z 4 f / /O7 


p 


MfiHfK4764n *Pfl 1 
JVIUUU J*f / D*f XJ .r U 1 


TTP7 P^lrmA/fotT ix/^r 

u \^z-v^ioiuvieiJLi ver 


3007 

Ov7 1 


479 1 06 


1081 T09 <rz43 947784 

170 1 .HJZ.gZ 4 rO__Z'r / / 0*+ 


p 


M00054763 A • A 1 0 


TTP7 Pr»1nrtA/T*»tT iTrpr 

u i»/Z-v^oionivieiijiver 


3008 

JV70 


513639 


1081 H03 0743 947705 

l701.1-/vJ.gZ*TJ Zt/ /7J 


p 
r 


M00054755DP05 
1V1UUU J*t / J OU .UU J 


T TP9_Prk1rttVMV**T ti7Ar 

u ^z^oionivieuLfi vcr 


3000 

JU77 


5531 58 


1081 1703 tt«z43 947707 
170 1 .ruj.gz^rJ zh/ /y/ 


p 


MO0054750A-"RO8 
IVlUUU J*t / J 7rv,.DUo 


T TP9 -P^lnnA/Tfi+T rcr^i- 

u \-/Z oioiiivie LLriver 


3100 

O 1UU 


408669 

*T70UU,£ 


1081 T 03 <y?43 947803 

1 70 1 .XjKJJ .gZH- J Z*t / O\J0 


p 
r 


M00054766P»P08 


TTP9-P<-*1rtriA4"p*T i-t/r^r 

u v^z-^oionivicLL/ivcr 


3101 


551603 


1 08 1 P04 o^43 9478 1 0 

1 70 1 . L^W 4 * .gZ*T J Z*T /OIV 


p 
r 


M000^47^4n-P1 1 


T TP9_Pnlrtri A/foi-T txrfrr 

uv^z-v^oxoiiivieij^ivcr 


3102 


554021 


1981.I04.gz43 247816 


F 


M00054763C:D07 


UC2-ColonMetLiver 


3103 


550402 


1981.O04.gz43_247822 


F 


M00054769B:D12 


UC2-ColonMetLiver 


3104 


448510 


1981.P04.gz43_247823 


F 


M00054770B:D09 


UC2-ColonMetLiver 


3105 


558900 


1981.105.gz43_247832 


F 


M00054763C:F10 


UC2»ColonMetLiver 


3106 


554294 


1981.K05.gz43_247834 


F 


M00054765D:D05 


UC2-ColonMetLiver 


3107 


450840 


1981.106.gz43_247848 


F 


M00054763C:H04 


UC2-ColonMetLiver 


3108 


561487 


1981J07.gz43_247865 


F 


M00054765B:C03 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTEB 


SEQ NAME 


0R1E 
NT 


CLONE ID 


LIBRARY 


3109 


552541 


1981 .L07.gz43_247867 


F 


M00054766CE01 


UC2-C!n1nnMf*tT ivpr 


3110 


528775 


1981.P07.gz43 247871 


F 


M00054770CA04 


C V/Z#~V^\Jl»JlAiVXt/LX-fi V CI 


3111 


553918 


1981B08ez43 247873 


F 


M00054753CH02 


T IP9 -nnlnnMptT .i vpt 


3112 


477046 


1981 B09 ez43 247889 


F 


M00054753DA03 

J.TXV7 V/v/w' ~ / JJJ7iAv«/ 


TTP9-Pn1nnTx/TptT ivpr 

VJ\w/Z< V^UlUiiiVlCUL/1 vcr 


3113 


551289 


1981 D09 ez43 247891 


F 


M00054756AC12 


VJ V>Z. V_AJlUlAlVl C ULd V CI 


3114 


263800 


1981 G09 ez43 247894 


F 


M00054760DB03 


U V^Zr~^UlUlxlVlCLL/lVCr 


3115 


495942 


1981 A10 ez43 247904 


F 


M00054759RH06 


U V^Z,~^UlUxxiVlCLX-/lVCr 


3116 


556183 


1981 H10 ez43 247911 


F 


M00054762AD09 


»-/ v/Z,"V^uiujuuvxcix/I vcr 


3117 


448357 


1981N10ez43 247917 


F 


M00054768DA01 


wV^Z,~\^UIUlAlVXCLL(lVCl 


3118 


554161 


1981 P10 ez43 247919 


F 


M00054770rr04 


vJ\^Z,~V^UiUiAiVlCULflVCr 


3119 


256179 


1981 Bll ez43 247921 


F 


M00054751D-C19 


TTP9-PnlnnMptT ivf»r 


3120 


555478 


1981Pllez43 247935 


F 


M00054770CD05 


TIP9-PolnnMptT ivpr 


3121 


554581 


1981 P12 ez43 247951 


F 


M00054770r-F10 

IVXV/v/ v-/^ / / V/ V> . A Xv 


TTP9-Pn1nnMptT ivpr 

U V/Z, ■* AllVICLXjl V CI 


3122 


553922 


1981 B13 ez43 247953 


F 


M00054753DHI 0 


TrP9-Pn1rmMptT ivpr 
u v^Zr~vAJiuJJUYxcuui vcr 


3123 


554336 


1981 E13 ez43 247956 


F 


M00054758AF0^ 

1VXV/V/V/-/*T / J O/l.l v/«7 


TTP9-PnlnnA/rptT ivpr 
w v^z, ■v_/Uiuiaivicul-(1 vcr 


3124 


560529 


1981 Fl 3 ez43 247957 


F 


M0005475Qr-Gl 0 

iVxv/ V/v/^" / J7V/.VJ XV/ 


TTP9-PnlnnMptT ivpr 


3125 


558900 


1981 H14 sz43 247975 

17U1 • A X X l ,T\r i~*J £*T I t *J 


F 


M00054762BF09 


TTP9-Pn1nnMptT ivpr 

\J v^-fc» wvJIUAUVXC UXwI V CI 


3126 


447667 


1981 M14 sz43 247980 


F 


M00054767CD03 


TIP9-PnlnnA/fptT ivpt 

VJ V/Z» \^ \J1\J ALL VA C/ LXwI V CI 


3127 


551288 


1981 D15 ez43 247987 


F 


M0005475 6C • C08 


TTP9-Pn1onTVfptT ivpr 

\J \>sZ~ W'VJ1V7AA1VACLX-/1 V CI 


3128 


122169 


1981 E15 ez43 247988 


F 


M00054758B-r 1 0 


TTP9-PolnnMpfT ivpr 

\J V^UAvIIUVXCLXjI V CI 


3129 


551617 


1981 H15 &z43 247991 


F 

X 


M00054762BF07 


TIP9-PnlonMpfT ivpr 

V> VsZ> V_/ v7I ALVIC LA_j1 V CI 


3130 


260558 


1981 L 15 &z43 247995 


F 


M00054766DH02 


T rP9-PnlnnMptT ,i vpr 


3131 


558609 


1981 Bl 6 &z43 248001 


F 


M00054754BF04 

J.V1UUU / J^U.l W*T 


TTP9-PnlnnMpfT ivpr 


3132 


554352 


1981E16ez43 248004 


F 

X 


M00054758Rr)0^ 

1YAWV7 Vy»7T^ / JOU.UvJ 


TTP9-Pn1rinA/TptT ivpr 

U \^Z,"\w/lJIUAllVICLI-/l VCI 


3133 


556064 


1981F17jyz43 948021 

17Q1.1 X / .£^C«T*7 ^tOuZiJl 


F 

X 


M0005475QDFO1 


ITP9-Pn1nnA/fptT ivpr ' 

U Vy Z. v^UlUlAlVIC L J-/1 V CI 


3134 


508126 


1981 K17 ez43 248026 


F 

X 


M00054766 AH1 0 


TTP9-Pn1fiiiA^ptT ivpr 


3135 


549576 


1981 M17ez43 248028 


F 


M00054767CH06 


T JP9 -PnlnnMpfT J ver 

Vy V>^L ~ \^%JL%JJ-LL VXC U/l V CI 


3136 


554000 


1981AA8 ez43 248032 


F 

X 


M0005475 3 A • A05 


TIP9-PnlnnMptT ivpr 

V7 V^Z>^_^JlWIXIVXCLXwl VCI 


3137 


554049 


1981 El 8 az43 248036 


F 

X 


M00054758BH03 


TTP9-PnlnnA/fptT ivpr 


3138 


558503 

mi JOJUJ 


1981 HI 8 <*743 948039 


F 


M00054769PA19 


TrP9-PnlnnA/fpfT ivpr 


3139 


451993 


1981D19ez43 248051 


F 

X 


M00054756DF05 


T IP9-Pn1nnA/f ptT .iver 

\J V^Zi V^VIV/IIIVXCLXwl V CI 


3140 


558949 


1981 019 ffz43 248062 


F 

X 


M00054770AC06 


TIP9-Pn1nnMpfT ivpr 

\J \^£t m vAJILUXlVXCLuI VCI 


3141 


553131 


1981 J90 Q743 948073 


F 

X 


M0005476 5 C -F 1 0 


TTP9-Po1nn'M > ptT ivpr 

U V^Z."V^UlUxliVICLLil VCI 


3142 


555343 


1981 D21 f>z43 248083 


p 


M00054757AH07 

1VX V V/V/^T 1 J f XJL.A XV7 / 


TTP9-Pn1rmMptT ivpr 

V_/ jl. "V^lVJlAlVACUOI V CI 


3143 


512432 


1981 N21 ez43 248093 


p 


M00054769AG10 


TIP9-Pn1nnMpfT jver 

v7 V/Zr CUlvUlVIv LXwI V wl 


3144 


550580 


1981JB22.gz43j248097 


F 


M00054754C:H09 


UC2-Q)loixMetLiver 


3145 


551117 


1981.F22.gz43_248101 


F 


M00054760A:A12 


UC2^ol<MiMetLiver 


3146 


556475 


1981.L22.gz43__248107 


F 


M00054767A:F08 


UC2-ColonMetLiver 


3147 


552549 


1981.M22.gz43j248108 


F 


M00054767D:G09 


UC2-ColonMetLiver 


3148 


470351 


1981.P23.gz43^_248127 


F 


M00054771A:E01 


UC2-ColonMetLiver 


3149 


561535 


1981.F24.gz43_248133 


F 


M00054760A:D10 


UC2-ColonMetLiver 


3150 


1093 


1981.G24.gz43_248134 


F 


M00054761C:E02 


UC2-ColonMetLiver 
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SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


3151 


2284 


1981H24ez43 2481 3S 


F 


M00054769TVC06 


TTf"*?-fVi1rmlV4p4T «/<*r 

u v^z- vA)ioiuvieu-fivcr 


3152 


555958 


1082 F01 ffz43 948 140 


F 


M00054778 A T>01 


u z ~\_/Uiuiiivxc uui vcr 


3153 


492779 


1987A07P743 748160 


F 
* 


M0005477 1 R*F 1 9 


T IP?-T , n1nnM#**-T ivpr 
U l>/ Z~V>U1U1U vxcuui vcr 


3154 


553848 


1089 P02 a 7 43 948175 




M00054806A-H04 

1V1U \J\J J *t O \J U^tl. vJV*t 


U ^Z~l^01011LYlCLL-flVCr 


3155 

J A — ' J 


555686 

JJJUOv 


1089 P03 f>y43 948178 


F 


M00054774R- A 07 


TTr*9-.Pr\lnn\4'<afT tt/d-r 
U ^Z-"^010IUVICLLflVcr 


3156 


555574 


1 082 H03 ov43 948 1 83 


F 


M00054780R-T306 


TTr , ?_r n rtin«'M"*a+T ti«»f 

U^ZH^lOIllYlgUjIVcr 


3157 


551068 


1989 A04pz43 948109 


F 

IT 


M00054771PA1 1 


TTr , ?-Pn1riTilV/l**tT ii/*»r 

\J v^z-v^oioiuviciJwiVGr 


3158 

J u o 


559183 

JJLlOJ 


1089 O04 P743 948906 


F 
r 


M00054805 A -H04 


u \^z-^oioiuvicu-*ivcr 


3159 

J1J7 


551003 

JJ lUUJ 


1087 F05 ot43 948913 
i70z.ruj.gztj ztozij 


F 


M00054778 A -F08 
iviwuu j*t / /o/\.r , v/o 


u \^z-i^oioiiivicu-fivcr 


3160 


465907 


1089 O05&743 948914 

1 70Z . VJ V J .gZt J ZtOZIt 


F 

x^ 


M00054770R- A 07 


U ^Z "L/OlOIliVjlcClwIVcr 


3161 


533001 

JJJ77 X 


1089 W05 a^43 948915 

170Z .Xl.vJ.gZHJ ZtOZIJ 


F 


M00054780R»F0^ 
1Y1UUU Jt / OUDXUJ 


u ^Z"^oioiuviciijrver 


3169 


553868 


1 089 1^05 o-z43 9489 1 R 
1 7oz.rv.UJ .gz*t J_ztoz i o 


F 


TVf00nS47R6riF05i 


u L^z-i^oioiuvietLaver 


3163 


553774 

JJJ / #*T 


1089 R06 o^43 948995 

I 70Z.Dv0.gZ'rJ_Z t fOZZJ 


F 
r 


M 000 54779 TY^M 9 


ij i^z-wOioiuvicTi-J vex 


3164 


55407? 
J J*tU / z 


1089 P06 o-t43 948996 

li/oZ.V^UVJ.gZH'J ZtOZZO 


F 
r 


M000 ^4774*R R 
1V1UUU J*f / / t-Jj.VJUo 


u i^z-^oioiuvieijjiver 


3165 

J 1UJ 


554898 

J J*tOZO 


108? F06 C743 948??8 

170Z JCVJO.gZtJ Z^OZZO 


F 
r 


M00n54776P-r^06 


u ^z-v^oioiuYiciJL»iver 


3166 


55Q87? 
jjyo l z 


108? H06 ot43 748730 

J. y OZ •VJUO.gZ'r J__Z*rOZ JU 


F 
r 


1^00054770^-^07 
lYlUUUJ'r / / 713.X5U / 


u v^z-v^oioiuvieLL(iver 


3167 


401570 


10R?M06ct743 748731 
1 70Z .xix/o .gzf j zh-ozj i 


r 


M000^4780R«rJl 0 


u i^z~^oioiuvxeu-fiver 


J 1UO 


77S 

•Z / J 


1 0X9 M06 crz4^ 748736 

X7oZ.iVXv0.gZ*TJ ZtOZJO 


F 


MOOO^RO?!^- A 07 
IVlUUt/ JfOl/Zv/ ./\v / 


T \(~* r ) C^n\r\W\AtxiJ itrf>r 
U l^Z-^010IUYlCXLilVcr 


3160 


557010 


1 089 P07 o^43 74874? 

170Z.I/U / .gZ*tO ZfOZtZ 


F 
r 


lVf00054774P-A0^ 


T T(~ i/ ~) r^r»lnr»A/fp+T i-t«*r 
U ^Z-\^010IUY1cUj1 VCI 


3170 


5561 83 


108? i*t07 o^43 748746 


F 


M"00054770P*R1 1 


vj v^z "v^oioiiiviexj-/i y ex 


3171 
j i / x 


559535 


1 08? T07 a-743 748940 

170Z.JU / .gZ*+J ZHOZH7 


F 


M00054784P«m 1 


u i^z - woionivicii-fivcr 


317? 


55171 8 


1089 A08 aa43 948956 

12/OZ..rYUo.gZ'+J ZtOZJO 


F 


M000 5477 1 n • no 1 


U wZ" V^OIOIUYXC LX-dVCX 


3173 
j i / j 


55 11 60 


1087 T308 o-z43 948957 

170Z .X5UO.gZ*rJ ZHOZJ / 


F 


M00054773 A -F0Q 


Vj V^Z~\^UlOIUYXCXL/lVCX 


3174 


551080 


1089 F08 ot-43 948961 

1 y OZ .r I/O . gZ*T J__Z*tOZU 1 


F 

x^ 


M00054778R • A 0? 

IYIUUI/ JH / / OXj) ..rWZ 


*J V/Z""V^U1U111YXC LXjI vex 


3175 


517146 
J 1 / xtu 


1Q89P08ot43 948971 


F 


M00054806r*-P 1 9 


U l^Z^V^UiUXllYlCLJjlVeX 


3176 

Jl/U 


409147 
*t\/z. i*t / 


1089 1300 ov43 948973 

l70Z.DW7.gZtJ Z*tOZ / J 


F 


M00054773 A -K05 

IVlV/uU J*t / / Jn..nUJ 


u \^z ~v>uiuniYxeix-iivex 


3177 
ji / / 


557960 
j j # A\jy 


1089 7100 fr^43 948975 

1.7oZ.XJU7.gZ*TJ Z*tOZ/J 


F 


M00054776 A -D 1 0 


U V^Z -v^UlUlXLVXeiX-fl vex 


3178 
j i / o 


530353 


1 089 "MOO ot43 948985 
lyoz.iiuy.gztj ztozoj 


F 


M00054804 A H04 


*j ^-Z -v^uiuixivxeiXji vex 


317Q 


560590 


1Q89 TITO o-z43 748901 

170Z.L/ XVJ .gZ*t J_ZtOZ7 1 


F 


M00054776 A -F0 1 
1VIUUU J*r / / OxVJT u 1 


u V/Z- v-oionivxexiviver 


31 80 


575094 


1089 T10 07^^ 9487Q6 
1 y OZ .1 1 \J .gZ*t J__Z*toZ;/0 


F 


\f000^478?Tl'"ni ? 
iVLUU U J*r / OZ IV JL/ 1Z 


u \^z-^oioiuvieiJL/iver 


3181 


55458? 


10R? T10 a-743 748707 

I70Z.J lU.gZH-J^ZHOZy / 


F 


M000^4784FI-R0 1 
1V1UUU J*f / 0*f JJ.X>U 1 


U ^Z "V^OlOIUYlelLrl VOX 


318? 


5556Q6 

JJJU70 


io»? ivyrin »t4^ ?48^oo 

1 y 0 Z . IVl 1 U . gZH J_Z*ro j UU 


F 
r 


Mnnn^4R0?TY A00 
vfixJ \)\J J 6 * 0 \jLij .tSSj y 


u wz "^oicnuvieXJ-rrv er 


jIoj 


556R56 
jjuojO 


1GR7 niO arrA^ 74R**09 
1 y OA.KJ 1 U.gZ*f J_Z**o JUz 


F 


JYIUU U J *fr O U J J3 . JCV/ 0 


u L^z ••v^iuiiivicLL/iver 


3184 

J lot 


447096 


10ft? Til 1 ctvAA 748307 

lyoz.-LH i.gZHj^ZHoju/ 


F 
r 


1V/Tflnn<i4776 A -F07 
IVIUUUj't / / OA.ru / 


u^z-v^ioinvioiJ-/ivox 


^1 8S 


^3743 

jjj /HO 


10R7 T71 1 <*t43 74R70R 

1yoz.u1 i.gz*f j^Z'fojuo 


■c 
r 


\yrnnn^4776n«rjno 


U v^Z - v^lOIUVloXXwlVoX 


3186 


553979 


1982.Nll.gz43 248317 


F 


M00054804B*E07 


UC2-ColonMetLiver 


3187 


497912 


1982.011.gz43_248318 


F 


M00054805B:E11 


UC2-(^IonMetLiver 


3188 


412621 


1982.D12.gz43_248323 


F 


M00054776A:G01 


UC2-ColonMetLiver 


3189 


497477 


1982.M12.gz43_248332 


F 


M00054802D:C02 


UC2-(^)loxiMetLiver 


3190 


552188 


1982J13.gz43_248345 


F 


M00054785B:B07 


UC2-ColonMetLiver 


3191 


456052 


1982.M13.gz43_248348 


F 


M00054802D:C03 


UC2-0)IonMotLiver 


3192 


143346 


1982.H14.gz43_248359 


F 


M00054780C:G11 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORES 
NT 


CLONE ID 


LIBRARY 


3193 


553237 


1982.N14.gz43_248365 


F 


M00054804C:F04 


UC2-ColonMetLiver 


3194 


556856 


1982.014.gz43_248366 


F 


M00054805B:GO2 


UC2-ColonMetLiver 


3195 


586600 


1982.A15.gz43_248368 


! F 


M00054772B:B01 


UC2-ColonMetLiver 


3196 


562263 


1982J15.gz43_248377 


1 F 


M00054785C:C02 


UC2-ColonMetLiver 


3197 


555462 


1982.C16.gz43_248386 


F 


M00054775A:D07 


UC2-ColonMetLiver 


3198 


394168 


1982.016.gz43_248398 


F 


M00054805B:G10 


UC2-ColonMetLiver 


3199 


472672 


1982.A17.gz43_248400 


F 


M00054772B:D04 


UC2-ColonMetLiver 


3200 


595181 


1982.C17.gz43J248402 


F 


M00054775A:G03 


UC2-ColonMetLiver 


3201 


554627 


1982.G17.gz43__248406 


F 


M00054779D:F07 


UC2-ColonMetLiver 


3202 


552325 


1982.117.gz43_248408 


F 


M00054783C:C03 


UC2-ColonMetLiver 


3203 


462511 


1982J17.gz43_248409 


F 


M00054785C:G11 


UC2-ColonMetLiver 


3204 


552813 


1982.K17.gz43_248410 


F 


M00054788C:G04 


UC2-ColonMetLiver 


3205 


175758 


1982.M17.gz43_248412 


F 


M00054803A:D08 


UC2-ColonMetLiver 


3206 


493085 


1982.A18.gz43_248416 


F 


M00054772B:F03 


UC2-ColonMetLiver 

X^*^ VVI VUi * 1 VUUl T VA 


3207 


557834 


1982J318.gz43_248417 


F 


M00054773C:F09 


UC2-ColonMetLiver 


3208 


548998 


1982.F18.gz43_248421 


F 


M00054778C:F09 


UC2-ColonMetLiver 


3209 


551425 


1982.G18.gz43_248422 


F 


M00054779D:F08 


UC2-ColonMetLiver 


3210 


490414 


1982.K18.gz43_248426 


F 


M00054789A:A02 


UC2-ColonMetLiver 


3211 


551553 


1982.M18.gz43_248428 


F 


M00054803A:E10 


UC2-ColonMetLiver 


3212 


555571 


1982.N18.gz43_248429 


F 


M00054804D;D07 


UC2-CoIonMetLiver 


3213 


448629 


1982.B19.gz43_248433 


F 


M00054773C:F10 


UC2-ColonMetLiver 


3214 


552005 


1982J19.gz43_248441 


F 


M00054785D:A07 


UC2-ColonMetLiver 


3215 


554116 


1982.M20.gz43_248460 


F 


M00054803B:B12 


UC2-ColonMetLiver 


3216 


505792 


1982.H2Lgz43_248471 


F 


M00054781A:H09 


UC2-ColonMetLiver 


3217 


561422 


1982J21.gz43_248473 


F 


M00054786A:G11 


UC2-ColonMetLiver 


3218 


551755 


1982.M24.gz43_248524 


F 


M00054803C:G01 


UC2-ColonMetLiver 


3219 


550063 


1945J03.gz43J248963 


F 


M00054513A:B08 


UC2-ColonMetLiver 


3220 


388055 


1945.D04.gz43_248973 


F 


M00054506B:A07 


UC2-ColonMetLiver 


3221 


572807 


1945.C05.gz43_248988 


F 


M00054505A:G12 


UC2-ColonMetLiver 


3222 


455814 


1945J05.gz43_248995 


F 


M00054513A:F09 


UC2-ColonMetLiver 


3223 


452471 


1945.H07.gz43_249025 


F I 


M00054510C:G07 


UC2-ColonMetLiver 


3224 


551518 


1945J07.gz43_249027 


F 


M00054513B:E11 


UC2-ColonMetLiver 


3225 


555660 


1945J09.gz43_249059 


F 


M00054513C:A01 


UC2-ColonMetLiver 


3226 


524721 


1945.Bll.gz43_249083 


F 


M00054504B:A04 


UC2-ColonMetLiver 


3227 


550986 


1945.Dll.gz43_249085 


F 


M00054506B:H01 


UC2-ColonMetLiver 


3228 


499696 


1945.GlLgz43_249088 


F 


M00054509C:G01 


UC2-ColonMetLiver 


3229 


554611 


1945.Nll.gz43_249095 


F 


M00054519A:C04 


UC2-ColonMetLiver 


3230 


557681 


1945.F12.gz43_249103 


F 


M00054508B:E08 


UC2-ColonMetLiver 


3231 


550678 


1945J13.gz43_249123 


F 


M00054513D:F04 


UC2-ColonMetLiver 


3232 


554246 


1945.K13.gz43_249124 


F 


M00054515B:E11 


UC2-CoIonMetLiver 


3233 


550129 


1945.F15.gz43J249151 


F 


M00054508C:B04 


UC2-ColonMetLiver 


3234 


555771 


1945.F17.gz43_249183 


F 


M00054508C:C08 


UC2-Ck)lonMetLiver 
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SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


3235 


572992 


1945 018 ez43 249208 


F 


M00054521DH01 


UC2-CoIonMetLiver 


3236 


461313 


1945 J21 ez43 249251 


F 


M00054514CB01 

ATXV/\7\/«/T«/ X TVy .XJ\7 X 


UC2-CoIonMetLiver 

V7 V>4r \»/ Wl WliXTXVv LX-fl V wl 


3237 


554456 


1945 L21 ez43 249253 




M00054516DF09 


UP2-ColonMetT .i vpr 


3238 


547866 


1945 F23 ez43 249279 


F 


M00054509AC01 


UC2-ColonMetLiver 

v7 VyXi Vwvlwlll TX w LJwl V vl 


3239 


458974 


1945 P23 ez43 249289 


F 


M00054523CA11 


1 TC2-ColnnMetT .iver 


3240 


554839 


1945 C24 ez43 249292 


F 


M00054506A:D05 


L/ V/<w V/l/lvlUrlwlXvl Vwl 


3241 


487658 


1945 124 ez43 249298 


F 


M00054512DH08 


UC2-ColonMetLiver 

V7 V^X* \-*\J*\JlXX TXv UJl V vl 


3242 


556940 


1946 HOI ez43 249313 


F 


M00054533CB04 


T Jf^-ColonM etT .i ver 

vJ V/X- V>V7-LV7X1X TXwUX^/1 Vvl 


3243 


493575 


1946N03ez43 249351 


F 


M00054541CC10 


I Jf , 2-C 1 olonM etl A ver 

V7 V/V/Av7XLLVXv 1.1 V vl 


3244 


466020 


1946H05ez43 249377 


F 


M00054533CE07 


UC2-ColoiiMetLiver 

17 V^^i Vy Wi WXXl rlwLul V vl 


3245 


552006 


1946 C06 ez43 249388 


F 


M00054527BA07 


UC2-ColoiiMetLiver 


3246 


551157 


1946.E06.gz43 249390 


F 


M00054529C:D11 


UC2-ColonMetLiver 


3247 


559574 


1946G06ez43 249392 


F 


M00054532DA01 

XTlv \J \J mJ &*X*J ,11V X 


UC2-ColonMetLiver 

V7 V7Xj' V>>71V7XIX Tlv LlWl V Vl 


3248 


556216 


1946 106 ez43 249394 


F 


M00054534DD02 

XTX W V/ » %X ■ X*^ « X*' V/Xtf 


UC2-ColoiiMetLiver 

\_S \^ X> V-^ Vr X V/ JJLi fly WXJ1 V Vi 


3249 


559676 


1946.B07.gz43 249403 


F 


M00054525D:H05 


UC2-ColonMetLiver 


3250 


550018 


1946J07ez43 249411 


F 


M00054536B:A03 


UC2-ColonMetLiver 


3251 


526984 


1946 G08 ez43 249424 


F 


M00054532DE07 

1 I ii r 


UC2-ColoiiMetLiver 


3252 


481594 


1946N09ez43 249447 


F 


M00054541CF11 


UC2-ColonMetLiver 

V/ Vvivl 1 1 TXW UJ1 V WX 


3253 


550618 

•J -JVJVJ X VJ 


1946 P09 sz43 249449 


F 


M00054544BE03 

lilvVuJTJ 1 1 X~S . Xv V/ — ' 


UC2-ColonMetLiver 

V7 V> ^ Wl Will VXw LJ — (1 V Wl 


3254 


454336 


1946 A 10 2z43 249450 


F 


M00054523DG09 


I JP2-f'olon MefLi ver 

VJ V> x* Vy WlWXUVXWLlvl V Wl 


3255 


550370 

JJuJ / W 


1 046 J1 0 £743 249459 


X 


M00054536B-D02 


T TP?-Pn1onMf*tT J ver 

VJ V^rxV "VsWxWXXLYXWU-'l V wl 


3256 


464154 


1946 M10 &743 249462 

X ✓"W.XYXX W.£^LTT«7 X*T^^Wx< 


F 

X 


M00054540AH07 


T ir2-PolonMptT ,iver 

\JvA< ^/WlWlxlVXti|J-il V Wl 


3257 


550475 

•J -J V7™ f «7 


1946Bllez43 249467 

JL .7 i V7 .XJ X X .fyZitJ J 1 


F 


M00054526A-E04 


I JP2-PolonMetLiver 

VJ V> V71 WX1XVXW LX-/1 V Wl 


3258 


584071 


1946Fllez43 249471 


F 


M00054531DF05 

lllvUWJlJJ 117,1 W«7 


T IP2-PnlenMel"T ,t ver 

V7 V^X» W1W1X1 VXW LX71 V Wl 


3259 


550730 


1 946 T1 1 <*743 749475 


F 

X 


M00054536BF08 

IVXV/WV J*T»7«? V7XJ.X WO 


TTP9-PolnnMetT iver 


3260 


552638 


1946 012&743 249496 


F 

X 


M00054543BF06 


T TP7-Pn1nn Met! ,iver 

W V/ x> V^Wl WILL YXW LXul V Wl 


3261 


560014 


1946 L13 ez43 249509 

X .7 ~ V7 . XJ X — ' . CjX. " w> 4T/JU7 


F 


M00054538DH11 

ITlv U u^T J J UX/ .1 1 1 X 


UC2-ColorjMetLiver 

v7 vy X< WUlUlUVlvlXVl V Wl 


3262 


553338 


1946 114 ez43 249522 


F 

X 


M00054535AG03 

IVlV/vwJTJ J JxT.VJV/J 


IIP?-Pn1nnMetT ,iver 

V7 V^xV WxWlllTlWlXJl V Wl 


3263 


556809 


1946 B15 ez43 249531 


F 

X 


M00054526BC09 

1»1wvUJTJ*.V17.vv7 


T TP? -PolonMetLi ver 

V7\^xv WU1U1U Vlv Uvl V Wl 


3264 


498433 


1946 HI 5 ez43 249537 


F 


M00054534A-B06 

iTAvUV/JTJJTlliJJWU 


UP2-Po1onMetLiver 

VJ Vs X> V/Wl Will TX W IWl V Wl 


3265 


455821 


1946 K16 ez43 249556 

. 177v.l\lv.gli*TJ 4*Ts»J~J\J 


F 

X 


M00054538AE10 

ivivuv/JTjj urv, Xj i v/ 


UC2-G^lonMetLiver 

V7V/x^ wvlviiirivUUl V vl 


3266 


82864 


1946 J17 ez43 249571 


F 

X 


M00054536C-D12 


lJP2^olonMetLiver 

V7 V-'X* WUIvIUTIvUmi V WX 


3267 


560519 


1946 LI 7 &z43 249573 

X 7 i v.JJ 1. / .iixVTJ / J 


X 


M00054539BD06 

1V1 VUU 7T J J 7 JJ .17 v VI 


T TP? -PnlrmMetLi ver 

VJ VyX V/UlUlU¥lwtlJl V Wl 


3268 


409262 


1946N17ez43 249575 

X 7~w .XT X » • f_, X# I *J 1 tj 


F 


M00054542B*B01 


UC2-CoIonMetLiver 

\y v^x> v/ vl vui t i. v ixji v wi 


3269 


560717 


1946P17ffz43 249577 


p 


M00054544CF04 


lTP2^olonMetLiver 


3270 


550172 


1946.K18.gz43__249588 


F 


M00054538B:B05 


UC2^olonMetLiver 


3271 


552753 


1946.018.gz43_249592 


F 


M00054543C:F01 


UC2-ColonMetLiver 


3272 


549734 


1946.L19.gz43_249605 


i F 


M00054539B:GO3 


UC2-ColonMetLiver 


3273 


550714 


1946.G20.gz43_249616 


F 


M00054533B:F04 


UC2<:olonMetLiver 


3274 


585380 


1946.D21.gz43_249629 


F 


M00054529A:H01 


UC2-ColonMetLiver 


3275 


550204 


1946.F21.gz43_249631 


i f 


M00054532B:C05 


UC2<!olonMetLiver 


3276 


560205 


1946.122.gz43_249650 


F 


M00054535BJH08 


UC2-ColoiiMetLiver 
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SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORBE 
NT 


' CLONE ID 


LIBRARY 


3277 


312036 


1946.E23.gz43_249662 


F 


M00054530D:C10 


UC2-ColonMetLiver 


3278 


553002 


1946.E24.gz43_249678 


F 


M00054530DH07 


UC2-ColonMetLiver 

V/ Va> VA/IUIUTAVIX/A t vl 


3279 


394567 


1 948.001 .gz43_249704 


F 


M00054583D*E04 


W V^Zr v> Ul VAX! TX V III IX V wX 


3280 


468613 


1948.C02.gz43 249708 


F 


M00054569DE01 


UC2-ColonMetLiver 


3281 


378610 


1948.102.gz43_2497 14 


F 


M00054576DC07 


UC2 -ColonMetLiver 

VJ V^X> V-/VJ l\Jl LI UwLL/i V wl 


3282 


559752 


1 948.M02 .gz43_2497 1 8 


F 


M00054581B:A01 


UC2^olonMetLiver 


3283 


550804 


1948.K03.gz43 249732 


F 


M00054579AG10 


UC2-ColonMetLiver 

w V^X» Wl Ulll TX wiXJl V vl 


3284 


549956 


1948.O03.gz43 249736 


F 


M00054584AA07 


I JC2-ColonMetLiver 

^VlUlllTJlvLwl rvl 


3285 


556065 


1948A04ez43 249738 


F 


M00054567CB03 


UC2 -ColonMetLiver 

V7 V»/ <6< VsUl vXXLTXw ULf 1 V WX ! 


3286 


550397 


1948M04sz43 249750 


F 


M00054581BD03 


UC2-ColonMetLiver 

yj V>Z^ VUlUlll.Vl^LL/1 V vl 


3287 


550874 


1948 M05 ez43 249766 


F 


M00054581BG10 

ATXWVWT^ U 1X#.\J XV 


UC2-ColonMetLiver 

v7 V- / \^ vl VXLLTX V LI /I V vl 


3288 


533812 


1948 O05 ez43 249768 


F 


M00054584AB03 


T IP2-T olonMetT Jver 

\J V^Ai^/ vl WXllTXt* LXwl V vl 


3289 


549597 


1948 C08 ez43 249804 


F 


M00054570A-F02 


T JC2-ColonMetT ,i ver 

V/ V> V/Ulwlll TJ.V 1-* tl Vvl 


3290 


553749 


1948.K08.gz43 249812 


F 


M00054579BD10 


UC2-ColonMetLiver 

V/ \_/ *i« U1U111 TX V \* Jl Vvl 


3291 


446814 


1948G10ez43 249840 


F 


M00054574DF11 

ITXVu V/*/~*/ / ■ X-^ *X X x 


UC2-ColonMetT J iver 

V V>^> WlvlllrivUJl V vl 


3292 


555000 


1948.M10.gz43 249846 


F 


M00054581D:C12 


UC2-ColoriMetLiver 

V>X^ V^UlVlll'XvUUl T Vl 


3293 


554887 


1948.O10.gz43 249848 


F 


M00054584B:A03 


UC2-ColonMetLiver 


3294 


561876 


1948.Ell.gz43 249854 


F 


M00054572CE09 


UC2-ColoiiMetLiver 

V> WlviU'lv Lvl T VI 


3295 


556488 


1948 Mil ez43 249862 


F 


M00054581DD01 

i"i v v/ \-» » v x x~# ,xy v/ x 


UC2-ColoiiMetLiver 

\^ vti WlvlUiXVlXvl T VI 


3296 


560080 


1948G12ez43 249872 


F 


M00054575AB06 

X TX \/ %/ v/ ^/ «^ f «/x x*x> 


UC2-ColonMeiljver 


3297 


556336 


1948M12ez43 249878 


F 


M00054581DE04 

iTXWVW » WW 11/ iJJUT 


UC2-ColoiiMetLiver 

V> V_> VI VJUULTXV kul V VI 


3298 


558729 


1948 113 ez43 249890 

X ✓ • w ill*/ * Xrf 1 ^ V ^ V 


F 


M00054577BA09 


UC2-ColoiiMetLiver 

V Vm WlV/lU'lV H Vl V VI 


3299 


549716 


1948Al4ez43 249898 


F 


M00054568AG02 


UC2-ColonMetLiver 

\J v 1 " vyiumviw la /i v vl 


3300 


568467 


1948M14sz43 249910 


F 


M00054582AA05 


UC24^1onMetLiver 

V» V^X. wUI VlXLTX vULul V vl 


3301 


550694 


1948N14ez43 249911 


F 


M00054583AF05 


UC2-ColoiiMetLiver 

VV4< VA/lvlllT XwUUl V Vl 


3302 


549994 


1948.M15.gz43 249926 


F 


M00054582AA07 


UC2^oloiiMetLiver 


3303 


549858 


1948A16ez43 249930 


F 


M00054568AH03 


UC2-ColoiiMeLLiver 

vy V^^* VA/lUUlTlvLUlVvl 


3304 


554793 


1948A17ez43 249946 


F 


M00054568BA07 


IJC2 -ColonMetLiver 


3305 


466020 


1948 017 ez43 249960 


F 


M00054584DC01 

XTX V V V W • W UTJL/ • \_/ V X 


UC2-ColoiiMetLiver 

\J ^* VvlvlU >lv I.I /I Vvl 


3306 


509202 


1948 T19 ez43 240086 


X 


M00054577BF01 

1VX V7 UVJtJ / / XJ.X wX 


T IC2-ColonMetLivpr 

\J V/ vl vlXL VX V t Ul V vl 


3307 


450963 


1948 A21 ez43 250010 

X ^ » »JrxA« J. iftCnJ 4*%J\J\J xv 


F 


M00054568CD06 

lYXV Ww~w V v V/ •Ay\f\J 


UC2 -ColonMetLiver 

V Vfc VVlV/lllTlvlJ-/l V Vl 


3308 


451049 


1948 C21 ez43 250012 


F 


M00054571AB10 


UC2-ColonMetLiver 

V/VAi WlVlUvlVUJlVvl 


3309 


528404 


1948K21ez43 250020 


F 


M00054580AB11 

IHVV/UJTJUV/niU X X 


IJC2-ColoiiMetLiver 

VM VwlUlU TlVUUl V VI 


3310 


160320 


1948 021 sz43 250024 


F 


M00054585AE07 


TJC2-ColonMetLiver 

V> VA/lVlUTlvUUl V vl 


3311 


492139 


1048 K22 ez43 250016 


F 

X 


M00054580AC10 


I JC2-ColonMetLiver 

\J VwlvlU.TJ.VLUl V Vl 


3312 


557656 


1948.A23.gz43_250042 


F 


M00054568C:G12 


UC2-ColonMetLiver 


3313 


570248 


1948.K24.gz43_250068 


F 


M00054580A:D04 


UC2<:oloiiMvtLiver 


3314 


561836 


1957.G01.gz43_250080 


F 


M00054594A:D04 


UC2-ColonMetLiver 


3315 


558332 


1957.J01.gz43_250083 


F 


M00054597A:C11 


UC2-ColonMvtLiver 


3316 


558981 


1957J02.gz43_250099 


F 


M00054597A:D08 


UC2-ColOxxMetLiver 


3317 


535129 


1957.B03.gz43_250107 


F 


M00054587C:G02 


UC2-ColonMetLiver 


3318 


549781 


1957.J03.gz43_250115 


F 


M00054597A:G08 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTEE 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


3319 


555920 


1957.C04.gz43_250124 


F 


M00054589AJD09 


UC2-ColonMetT ivpr 


3320 


550044 


1957.E04.gz43_250126 


F 


M00054591CA01 


IJC2-ro1riTiMptT ivpr 

V/ v>VyivJxxiVx^/ 1 1 'i v Cx 


3321 


447356 


1957.I04.gz43 250130 


F 


M00054596BC01 


UC2-Co1onMetT ivpr ! 

uwx> wUlwXXLVXWULfxVCX 


3322 


560751 


1957.A05.gz43_250138 


F 


M00054586CH02 


TJf!2-Pn?nnMf»fT iwr 

VJVyX. wUJIV/XXLVXvLlvlVCl 


3323 


550322 


1957.B05.gz43_250139 


F 


M00054587DD04 

ATA WW*/ laSW / X^ . X^ U 1 


TIC2-rnlnnMpfT ivpr 


3324 


416884 


1957.N05.gz43 250151 


F 


M00054602AE06 


U Vs ^ W Wl VIXXl VXC LXvl V CI 


3325 


559857 


1957.A06.gz43_250154 


F 


M00054586DA03 


Tir2-f*nlnnMptT iv*»r 

VJVA WUlUiXlVXvLXjIVd 


3326 


446164 


1957.C06.gz43 250156 


F 


M00054589BA07 


TIP2-Po1nnMptT ivf»r 

W\JiV^XXLVX&LXvl Vwl 


3327 


550088 


1957.D06.gz43 250157 


F 


M00054590BB11 


TTP9-Pn1nnMpfT ivpr 

V-/^" V^UiUXliVXCUUl VCI 


3328 


554764 


1957.E06.gz43 250158 


F 


M00054591 C-H09 


vA/lUxxlVivLlwlVCX 


3329 


552907 


1957.007 .gz43 250184 


F 


M00054603AG06 


TIP9-Po1nnMptT ivpr 

UwZ> V>V/1vJaX1V1wLXvXVCX i 


3330 


498827 


1957.D08.gz43 250189 


F 


M00054590C-A03 


TTP^-PnlnnMptT ivpr 

U v^/j WvlUlXiVlC'LXvl VCI 


3331 


498777 


1957G08ez43 250192 


F 


M00054594C-E06 


U w A"\^UlUxli.VlC LL/1 VCI 


3332 


559883 


1957 L08 ez43 250197 


F 


M00054599DB07 


\J — V^UlUlJiVlCLXvl VCl 


3333 


554869 


1957M08 ez43 250198 


F 




U ^/UlUHlVxC Lxwl Vex 


3334 


559419 


1957 A09 ez43 250202 


F 


M000545 86D GO 1 


*J " vA/IUixlVxC IvLd VCx 


3335 


473859 


1957F09ez43 250207 


F 


M00054593BB03 


*J v^Z. v^UlUIXlYxC UUlVCx 


3336 


555949 


1957 M09 ez43 250214 


F 


M00054601 AE08 


VJ v> X -V, U1U11J VIC LLfl VCx 


3337 


552913 


1957O09ez43 250216 


p 


M00054601 AG1 2 


nP?-T , n1rin'MptT iW 

VJ V> V-f \J lUlliViC Li_f 1 V CI 


3338 


551463 


1957 CIO ffz43 250220 




M000545XQR-F0^ 

IVlUUuJtJ OZfXJ.l \J*j 


*j v^z -v^oioxxivicij-fivcr 


3339 


550855 


1957 Bll sz43 250235 


F 


M00054588A-G08 


VJ V^Z, "V^VJIVJaXIVXCLXjI VCX 


3340 


526733 


1957 Oil cz43 250248 


F 


M00054603BB04 


VJ V^VJlVJlXlVXClXylVCI 


3341 


557970 


1957F12az43 250255 


F 


M00054593BE03 


TIP7-Pn1nnMptT ivpr 

\J V>Z> V> vl UXX1 VXVv LL/1 V CI 


3342 


549665 


1957.H12.gz43 250257 


F 


M00054595CG06 


TIP2-Pn1nnMptT ivpr 

v/V^x. VyVJlVJlxiVXt' LX-/1 VCI 


3343 


446503 


1957.M12.gz43 250262 


F 


M00054601BD08 


T IP2-Pf>lnnMetT iver 

V/ V-/ X. VJiUlXL VX V LX-/1 V VX 


3344 


549599 


1957.P12.gz43 250265 


F 


M00054604CF03 


T JP2-Pn1ori\f etT Jver 

v V«/i» VJ1 VJXXLVX Vv UXvl V vl 


3345 


558413 


1957A13sz43 250266 


F 


M000545 87 A* AOS 


T TP 7 -P nl nn Mpfl ivpr 

VJ V^VJIVjXxiVXCUUl VCX 


3346 


553331 


1957B13ez43 250267 


F 


M00054588BB12 


TTP9-Pn1nTiMptT ivpr 

VJ V^Zr~V^UlUJLUVXCLXwl VCI 


3347 


549609 


1957 114 ez43 250290 


F 




TTP?-Pn1nnMpfT ivpr 

VJ \^Ju "V^ UaUJUXVXCUL/1 V CI 


3348 


455298 


1957 115 cz43 250306 


F 


M00054596CF10 


TTP?-PnlnnMptT ivpr 

VJV/Z, VJ 1 VJlXi VX W Llw* 1 V CI 


3349 


563514 


1957 P15 ez43 250313 


F 


M00054604D-A04 


TTP9-Pn1nnlvfptT ivpr 

VJVr^f V/ VJ I VJ1X1VIC LXvl VCI 


3350 


471181 


1957A16ez43 250314 


F 


M00054587AF06 

lYlV/VuJTJO/A.l \J\J 


TIP7-PnlnnMptT ivpr 

VJV/Z. V>Vli\JXLLVXClJLrlVCX 


3351 


487176 


1957N16ez43 250327 


F 


M00054602CC12 


TIP7-PnlnnMpfT ivpr 

VvVy^ V^VJ1VJ1xJ.VX&LLj1VCX 


3352 


561130 


1957 117 ez43 250338 

A..'*/ f .XX » £*mS\l*J \J 


F 


M00054596CG09 


TTP7-PnInnlvfptT ivpr 

VJ v& wVllVJXLLVXVvLXwl V CX 


3353 


461718 


1957 J17 sz43 250339 


F 


M00054597DE12 


TTP9-Pn1nnMptT ivpr 

VJ V»/^> V>VJIVJXJLlVXCLXwl VCX 


3354 


559554 


1957.L17.gz43_250341 


F 


M00054600A:G12 


UC2-ColonMetLiver 


3355 


452506 


1957.A18.gz43_250346 


F 


M00054587A:F09 


UC2«ColonMetLiver 


3356 


551975 


1957.D18.gz43_250349 


F 


M00054590D:C12 


UC2-ColoiiMetLiver 


3357 


485029 


1957.H18.gz43_250353 


F 


M00054595D:A10 


UC2-ColoiiMetLiver 


3358 


549816 


1957.L18.gz43_250357 


F 


M00054600A:H03 


UC2-ColoiiMctLivcT 


3359 


408130 


1957.O18.gz43_250360 


F 


M00054603C.G09 


UC2-ColoiiMetLiver 


3360 


558927 


1957.P18.gz43_250361 


F 


M00054605AA03 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


0R1E 
NT 


CLONE ID 


LIBRARY 


3361 


550217 


1957B19cz43 25016'? 

X 7J / ,JJi7.ft&TJ 4JUJUJ 


F 

X^ 


MT)0054588PF04 


\j v^uiunivieu-fi vcr 


3362 


556376 


1057 P70 0743 750380 


F 


M00054580TVP06 

XVI U UUJ *tJO " J-/ .LrvD 


KJ \^z-v^oioiuvioiJjivcr 


3363 


540064 


1057F?0frz43 ?5038? 


F 
r 


M00054507P-A05 

1YXU UU J*tJ yzJKs.tW) J 


TTf^9-r^r»lonlV^f>fT Ivor 

u v^^~v^oioiuvicix»iver 


3364 


540?? 8 


1057 TOO CT743 750388 


F 
r 


M000545QQR-P06 


TTr , 7-Pn1riri'M'*xfT it^t- 

*j ^z-v^oioiiivicxijiver 


3365 


450581 


1 057 T ?0o^43 750380 


F 


M00054600PR1 0 


l r Tr , ?-r , n1rtnlV/rAtT tvAr 

ij v^z,-v^oxonivicLxjiver 


3366 


56?7?? 


1 057 N?0 <>743 750301 


F 


M0005460?n- A06 


TT<^9-fY»1rrnlV/fp<tT it/^r 

*j v^^~v^oionivioui-fi vcr 


3367 


55?1?1 


1057 O?0 0743 75030? 


F 


M00054603TVR0? 

1VXV/V7 w J tO U J X-/ . DUL 


*J V^UIUXJIVICLLjIVCI 


3368 


4473 1 1 

/ J 1 1 


1057 P?3 0743 ?504?8 


F 

x^ 


M00054500AA01 


TTP9-PnlnnlV/fptT ivpr 

u ^z-v^oioiMvieLx-fiver 


3369 


467035 


1057 123 0z43 250434 


F 

X 


M00054507AA07 


TIP?-PnlnnMptT ivpr 

\~r£t \^UXU11XV1CIJ-/1 Vwl 


3370 


540611 

X X 


1057 K23 0z43 250436 


F 

X 


M000545OORFOO 

XVlvUuJtJ77Xj,ru7 


TTP?-Pn1nnMptT iv^r 

\J ~ V^UIUIUYICUL/I VCX 


3371 

J-/ / X 


540731 


1 057 H24 0743 750440 


F 


M00054506A(t1 1 


VJ V^UlUlXiVlCLLflVCl 


337? 

J J / Zr 


380177 


1 057 P94 a743 750457 


F 


M00054605R-F1 0 


u i^z-i^oioiuvicijjiver 


3373 


40504? 


1058 HOI 0743 750465 


F 


M0005461 4RF01 

1V1U U U JtO 1 *tx> . xiv 1 


\j v^z.- v^oionivicu-fivcr 


3374 


55?418 


1058 T01 0743 ?50467 


F 


M0005461 6D-n 0 


TTP?-Pn1r\nMRtT fvpr 
U ^Z/~\^UlUinVlCLLflVCl 


3375 


55864? 


1058 NO 1 0t43 ? 50471 


F 
r 


M000546? i nro6 


u \~ti* ~\^oioiiivicu_/ivcr 


3376 


540640 


1058 AO? 0t43 750474 


F 


M00054605R-frO 1 


u v^uioiiivicuiji vcr 


3377 


557100 
j j / xyu 


1058 RO? ?S0475 


F 
r 


M00054606TYR05 


u i^z- v^oionivieixji ver 


J J /o 


S4Q370 

JH7JZU 


1Q5R "MO? <r7/13 9^0AR7 


F 


MOOO^zl^lD'Tll 1 


U l^Z-\^010llMCXLflVcr 


^70 


S4Q73Q 


1058 T03 o-™13 9^0d.QQ 


F 
r 


M0005zl£ 1 ^Ti-rtOO 


u ^z-v^oioiuvieix«ivcr 




561 1 1 A 

JOI X IO 


1058 M03 0-W13 750509 


F 


M00054A?0n-Ti0/ : ; 
lVxv v/ \J J H OZ 1/ U .U\JO 


T TP?-PolnnM#*fT ii/pr 
UUZ OXUillVlC LL/X vcr 


H81 


473 1 1 1 
*♦/ Jl 11 


1 058 M04 ovAA 7505 1 8 
lyjo JVlv't.gZH- a o 


F 


M00054A90H •Til 1 
lVlUUl/J*tOZUU.xJl 1 


ulz - v^oioiuviciXiiver 


338? 


558103 

J JOIVJJ 


1Q58P04o^43 950571 


F 
r 


M00054^?5 A *Fi07 


u v> z -\^oioiiiYieuL/i ver 


^83 


548864 


1058 A05 o^43 75057? 


F 


M000S Af>Ci^C- A 04 


u \^z-^oioiuviclLi1 vcr 




560869 


1QSR R05 ffrd.3 950^93 
17JO.OUJ .gZ't J ZjUJZj 


F 


1^000^4^07 A -ROfi 
1V1UUU J*tOU / A.xjUD 


T TP? ..f'Vklrm'MVatT iiw»r 

u\^Z"V^oioiuvicuLjivcr 


3385 


5571 QO 


1058 P05 av/LX 950537 


F 
r 


M000^d^9 5 A -FOS 


T TP 9 _Prk1rm"Mf*tT «r<»r 

u v^oionivie u-iivcr 


3386 


188753 
loo /JJ 


1058 A06cr743 750538 
iyJO.x\UO.gZ>rJ_ZJV/J JO 


F 


A/T00054fi05r , TVtt 

1V1U vl U J H O U J . U\J J 


TTP9-Pn1rm'Mp4T ftrpr 

u L/Z" v^ojoiuvieijuivcr 


3387 


550177 

J JV/1 / / 


1058n06ar43 750544 

iyJO.\jUO.gZrTJ iJUJ t tT' 


F 


M0005461^ATj07 

IVlVJVJUJtOl Jr\..MJ\J 1 


TTP7 -PnlnnlV/TptT ivf»r 
U V^UIUIIXVICLL/IVCI 


3388 


556806 
j juoyo 


1Q58M06o"743 950550 

lJfJO.lVIAJO.gZ** J ZJUJJU 


F 
r 


M000^AA90n-Fl 1 


TTP7-Pn1rmM>tT r\re>r 
U v> Z ~ V> UlUIllYiC uul vex 


3380 


55?8?3 


1058 R07 0743 ?50555 

l7JO.DU/.gZHJ ZJVJJJJ 


F 


M00054607 A -00? 


TTP?-Pn1onTV/Tp+T ivpr 
\j v^Z" \^oioiiiViciJ-»ivcr 


3300 


30541 1 

J7J*tl X 


1058 M07 0743 750566 

X yj 0 .1VXW / .gZt J__Z J V/ J \J\J 


F 


M000546?0n-(Tl 1 

1VXV/UU JtO^UU .VJX X 


TTP?-Pn1nTiMpfT ivpr 

\J ~ V/UIUIUYICLXjI Vwl 


3301 


10307 


1 058 >J07 0743 ? 50567 


F 


M000546?? A TJ06 


TTP?-Pn1nnA/TptT ivpr 

w I^Z*~V^U1U1UY1C ULri VCI 


330? 


551750 


1058 P07 0743 750560 
X7JO.ru / .gzrtj 4>o\jj>\jy 


F 

X 


M000546? 5RR0? 


TTP?-Pn1onMfp+T ivpr 

VJV^Zr V^UlUlilYXClXwlVCl 


3303 


56180? 

JUIO 7^ 


1058 T08 0743 75057? 

X 7*/ O »\*\JO .gZ*T J «.J V/ J / 


F 

X 


M00054600 A F0 1 


TIP?-Pn1nnMptT ivpr 

kJ \s£t V^UXUllXVXC LXvX V wl 


3304 


540347 


1058 F08 0743 ?50575 

X7JO.X UO.gLtJ LJUJ/ J 


F 

X 


M000546 1 ? A D 1 2 


TIP?-Po1nnMpfT ivpr 

\J V^UXUIXXYXGUL/J. VCX 


3305 

JJ7J 


561068 


1058 N08 or43 750583 

X7JO.i>UO.gZ*TJ ZJuJOj 


F 


M000546?? A H0 1 


TTP7-Pn1nnMpfT ivpr 

U V^Z" wUIUIllYiCLlwl VCl 


3396 


549912 


1958.C09.gz43 250588 


F 


M00054609A:H04 


UC2-ColonMetLiver 


3397 


549114 


1958.F10.gz43_250607 


F 


M00054612B:B11 


UC2-ColonMetLiver 


3398 


548965 


1958.J10.gz43_250611 


F 


M00054617B:A09 


UC2<;olonMetLiver 


3399 


491644 


1958.N10.gz43_250615 


F 


M00054622B:F05 


UC2-ColonMetLiver 


3400 


550018 


1958.Gll.gz43_250624 


F 


M00054613B:H04 


UC2-CoIonMetLiver 


3401 


556530 


1958.Cl2.gz43_250636 


F 


M00054609B:E01 


UC2-ColonMetLiver | 


3402 


562749 


1958.L12.gz43 250645 


F 


M00054619D:C10 


UC2-ColonMctLiver 
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NO 


CLUSTER 


SEQ NAME 


ORJE 
NT 


CLONE ID 


LIBRARY 


3403 


556308 


1958.N12.gz43_250647 


F 


M00054622BH09 


UC2-ColonMetLiver 


3404 


551305 


1958.O12.gz43_250648 


F 


M00054623D:C12 


UC2-ColonMetLiver 

V*/ ^^XV w V/lwlU TXV Lxvi vvi 


3405 


507349 


1958.C13.gz43 250652 


F 


M00054609BH11 


UC2-ColonMetLiver 


3406 


549626 


1958.E13.gz43 250654 


F 


M00054611BF12 

XTAV UVt/TVl XX*#*X a. Xv 


UC2-ColonMetLiver 


3407 


549388 


1958J13.gz43 250659 


F 


M00054617BD06 


UC2-ColonMetLiver 


3408 


478511 


1958.E14.gz43 250670 


F 


M00054611BG09 


UC2-ColonMetLiver 


3409 


555371 


1958K14ez43 250676 


F 


M00054618CH02 


UC2-ColonMetLiver 


3410 


553758 


1 958.115. gz43 250690 


F 


M00054616AH01 


UC2-ColonMetLiver 


3411 


553204 


1958 L15 ez43 250693 


F 


M00054620AC09 


UC2-ColonMetLiver 

\J V> Wl WlXi. Tlw UU1 V vl 


3412 


497477 


1958.H16.gz43 250705 


F 


M00054615BE03 


UC2-ColonMetLiver 


3413 


481360 


1958.I16.gz43 250706 


F 


M00054616A:H03 


UC2-ColonMetLiver 

Vy V^/X# w\/iwXilT X VkXVl V Vl 


3414 


552437 


1958.K16.gz43 250708 


F 


M00054618D.D04 


UC2-ColonMetLiver 


3415 


550164 


1958.016.gz43 250712 


F 


M00054624A:B11 


UC2-ColonMetLiver 

V-/ V>X« VyvAV/XXifXvLXyi V WX 


3416 


555660 


1958.E18.gz43 250734 


F 


M00054611C:E01 


UC2-ColonMetLiver 

vy ^^xv w vi vixi t xv vxvi ▼ vl 


3417 


562932 


1958.N18.gz43 250743 


F 


M00054622D.C02 


UC2-ColonMetLiver 


3418 


490393 


1958.B19.gz43 250747 


F 


M00054608B:D08 


UC2-ColonMetLiver 


3419 


490890 


1958.K19.gz43 250756 


F 


M00054618D.E06 


UC2-ColonMetLiver 

v./ ^y vi \yx xx t x v uui ▼ vx 


3420 


451009 


1958K20ez43 250772 


F 


M00054618DE11 


UC2-ColonMetLiver 


3421 


552194 


1958L20ez43 250773 


F 


M00054620BB10 

x tx v/ v/ v »*/ i \j j.** v/x-/ t X-/ x v 


UC2-ColonMetLiver 


3422 


451025 


1958.M20.gz43 250774 


F 


M00054621C:G03 


UC2-ColonMetLiver 

V/ VX* VvlvlilTXVtilJA T VI 


3423 


551463 


1958N20ez43 250775 


F j 


M00054622DD10 


UC2-ColonMetLiver 


3424 


553028 


1958 G21 ez43 250784 


F | 


M00054613DH09 


UC2-CoIonMetLiver 


3425 


485504 


1958 N21 ez43 250791 


F 


M00054622DF05 


UC2 -ColonMetLiver 


3426 


562712 


1958 P21 ez43 250793 


F 


M00054625DF06 


UC2-ColonMetLiver 

w vi v UlvJlll il w LL/l Vvl 


3427 


490152 


1958 C22 cz43 250796 


F 


M00054609DE12 


UC2-ColonMetLiver 


3428 


552364 


1958 F22 ez43 250799 


F 


M00054612DB12 


UC2-ColonMetLiver 


3429 


448276 


1958 L22 £z43 250805 


F 


M00054620CC08 


UC2-ColonMetLiver 


3430 


556835 


1958N22ez43 250807 


F 


M00054622DG11 


UC2-ColonMetLiver 

\J V^/1vxIXt1vCvL^1 ivl 


3431 


461734 


1958P22ez43 250809 


F 


M00054625DH07 


UC2-ColonMetLiver 

\S V^X* \A/1VU1'1VUU1 ▼ vx 


3432 


557947 


1958 H23 ez43 250817 


F 


M00054615CD09 


UC2 -ColonMetLiver 

*-/ V^X# VA/lwlll TlvUJi T VX 


3433 


560491 


1958 L23 ez43 250821 


F 


M00054620C:C12 


UC2-ColoixMetLiver 


3434 


554810 


1958 023 ez43 250824 


F 


M00054624DB06 


UC2-ColonMetLiver 

v-' v>x> ymmii txvlmi t vx 


3435 


549829 


1958 C24 ez43 250828 


F 


M00054609D:H06 


UC2-ColonMetLiver 

V-/ %^XW V/VIVUI TXVtXJl V vx 


3436 


518049 


1958.M24.gz43 250838 


F 


M00054621D:A10 


UC2-ColonMetLiveT 


3437 


484669 


1777 001 ez43 251861 


F 


M00042831D.G06 


UC2 -PriniColoii 


3438 


537506 


1777.C03.gz43_251881 


F 


M00042811C:B06 


UC2-PrimColon 


3439 


545162 


1777.F03.gz43__251884 


F 


M00042816B:C08 


UC2-PrimColon 


3440 


456793 


1777.Cll.gz43_252009 


F 


M00042812B:C01 


UC2-PrimColon 


3441 


448340 


1777.Ell.gz43_252011 


F 


M00042815C:C02 


UC2-PrimColon 


3442 


448793 


1777.E13.gz43_252043 


F 


M00042815C:F10 


UC2-PrimColon 


3443 


449718 


1777H14.gz43_252062 


F 


M00042819C:H02 


UC2-PrimColon 


3444 


735534 


1777.E17.gz43__252107 


F 


M00042816A:C09 


UC2-PrimColon 
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ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


3445 


449258 


1777.K17.gz43_2521 13 


F 


M00042825A:B05 


UC2-PrimColon 


3446 


485020 


1777.018.gz43 252133 


F 


M00042833CG05 


UC2-PrimColon 


3447 


649735 


1777.A23 .gz43_252 199 


F 


M00042809D:C12 


UC2-PrimColon 


3448 


498504 


1923.B01.gz43 252616 


F 


M00042352DF11 


UC2-ColonMetLiver 


3449 


424723 


1923C01ez43 252617 


F 


M00042355A:H09 


UC2-ColonMetLiver 


3450 


451124 


1923 E01 ez43 252619 


F 


M00042444CE02 


UC2-ColonMetLiver 

Xm^X# VvlviUTlVbMl ▼ VI 


3451 


553312 


1923 001 ez43 252629 


F 


M00042516DH08 

I'lv v V 1***/ xwx/*xx\/u 


UC2-ColoiiMetLiver 


3452 


257547 


1923 D02 ez43 252634 


F 


M00042442BA07 


UC2-ColonMetLiver 


3453 


492292 


1923.J02.gz43 252640 


F 


M00042455B:G09 


UC2-ColonMetLiver 


3454 


638444 


1923 002 ez43 252645 


F 


M00042516DH09 


UC2-ColonMetLiver 


3455 


451009 


1923 C03 sz43 252649 


F 


M00042355B:B07 


UC2-ColonMetLiver 


3456 


451518 


1923 103 ez43 252655 

x yx#*/*iv/ft/ *o x*^x#w»/»y 


F 


M00042453CD12 


UC2-ColonMetLiver 


3457 


450255 


1923 J03 ez43 252656 


F 


M00042455CD11 


UC2-CoIonMetLiver 


3458 


556804 


1923 M03 ez43 252659 


F 


M00042460BD10 


UC2-ColonMetLiver 

\_/ Vm VV/IV/JUITXVIXJI ▼ Vl 


3459 


497400 


1923 C04 ez43 252665 


F 1 


M00042355BE10 


UC2-ColonMetLiver 


3460 


451618 


1923H04cz43 252670 


F 


M00042451DJI10 


UC2-ColonMetLiver 


3461 


490890 


1923 J04 2z43 252672 


F 


M00042455CE04 


UC2-ColonMetLiver 


3462 


492982 


1923 P04 ez43 252678 


F 


M00042519DH07 


UC2-ColonMetLiver 


3463 


498777 


1923 A05 ez43 252679 


F 


M00042351C:G01 


UC2-ColonMetLiver 


3464 


493575 


1923 B05 ez43 252680 


F 


M00042353BA11 

XTX\/ w v «y«/ X/*X IX X 


UC2-ColonMetLiver 


3465 


556916 


1923 LOS cz43 252690 


F 


M00042459B:F03 


UC2-ColoiiMetLiver 


3466 


551755 


1923 N05 ez43 252692 


F 


M00042460DH06 

ATX W W^«»~WJ^ »X A-W 


UC2-ColonMetLiver 


3467 


495074 


1923 005 ez43 252693 


F 


M00042517CB04 


UC2-CoIonMetLiver 


3468 


487745 


1923 E06 ez43 252699 


F 


M00042445A:B04 


UC2-ColonMetLiver 


3469 


448663 


1923 F06 ez43 252700 


F 


M00042447CH10 


UC2-ColonMetLiver 


3470 


468729 


1923 L06 ez43 252706 


F 


M00042459BF12 


UC2-ColonMetLiver 


3471 


451470 


1923 C07 ffz43 252713 


F 


M00042355CG09 


UC2-ColonMetLiver 

V/ V VVlwlLLTlV |«JL>#X ▼ VI 


3472 


489426 


1923 K07 ffz43 252721 


F 


M00042457DD02 


UC2-ColonMetLiver 

vy VV/lvlll Tl Vl>ul ▼ V* 


3473 


450302 


1 923 F08 az43 252732 


F 


M00042447DE04 


UC2-ColonMetLiver 


3474 


559575 


19?3M08ffz43 252739 


F 


M00042460BG12 


UC2-ColoiiMetLiver 


3475 


496446 


1923 A09 ffz43 252743 


F 


M00042351DD02 

ITlV V/ VTT&J X XhS . X»r \J 4* 


UC2-ColoxxMetLiver 






1 923 F09 ^743 252748 


F 


M00042447DG10 

1UVV UTA^l / X^ • XV 


UC2-ColonMetLiver 


3477 


495941 


1923G09ez43 252749 


F 


M00042450AD02 

XTX V V v 1 Uli.l/ VX* 


UC2-ColonMetLiver 


3478 


446621 


1923 109^743 252752 


F 


M00042455DH08 

lUVV/U7iL,Tj J XV .X XV V 


UC2-ColonMetLiver 


3479 


562115 


1923 N09 ez43 252756 


F 


M00042516AA10 


UC2<-ColonMetLiver 


3480 


494300 


1923.O09.gz43_252757 


i F 


M00042517D:A12 


UC2-ColonMetLiver 


3481 


451429 


1923.A10.gz43_252759 


F 


M00042351D:F08 


UC2-ColonMetLiver 


3482 


486912 


1923.H10.gz43_252766 


F 


M00042452CJV09 


UC2-ColoiiMetLiver 


3483 


456492 


1923J10.gz43_252768 


F 


M00042456A:C08 


UC2-ColonMetLiver 


3484 


562060 


1923.N10.gz43_252772 


F 


M00042516A.C08 


UC2<>DlonMetLiver i 


3485 


4244 


1923.P10.gz43_252774 


F 


M00042520A:F09 


UC2-ColoiiMetLiver \ 


3486 


451429 


1923.All.gz43_252775 


F 


M00042351D:H05 


UC2-ColonMetLiver 
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ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


3487 


449974 


1923 .HI l.gz43_252782 


F 


M00042452CC10 


UC2-ColonMetLiver 


3488 


59512 


1923.K1 l.gz43_252785 


F 


M00042458B:B08 


UC2<^lonMetLiver 


3489 


550362 


1923.M1 l.gz43_252787 


F 


M00042460CA02 


UC2 -ColonMetLiver 


3490 


211273 


1923.01 Lgz43_252789 


F 


M00042517D:G04 


UC2-G)loixMetLiver 


3491 


450400 


1923.112.gz43_252799 


F 


M00042454A:F02 


UC2-ColonMetLiver 


3492 


562627 


1 923 X 12.gz43 J252802 


F 


M00042459CE06 


UC2-ColonMetLiver 

W X* V/VlvlXLTXv til, /X V Vl 


3493 


494393 


1923 B13 ez43 252808 


F 


M00042353DB08 


UC2-ColoiiMetLiver 

\J vx» V^wXWXlX TXw LI /x V wl 


3494 


451049 


1923.F13.gz43_252812 


F 


M00042448B:C04 


UC2-ColonMetLiver 


3495 


558729 


1923.K13.gz43 252817 


F 


M00042458B:G05 


UC2-ColonMetLiver 


3496 


526733 


1923 L13 ez43 252818 


F 


M00042459CG02 


UC2-C>jloiiMetLiver 

W X. vyVX^/XXXTX W UU1 V Vl 


3497 


558559 


1923 N13 ez43 252820 


F 


M00042516BE03 


UC2-ColonMetLiver 

\J V^XV VyV/xV/XXXTXwLwX V wl 


3498 


451518 


1923 A14 ez43 252823 


F 


M00042352AG05 


TJC2-rnlonMptT iver 

W/x» wxWlxl Vxw LXul V wl 


3499 


349 


1923 M14 ez43 252835 


F 


M00042460C-B02 


T If^-CnlonMetT j ver 

w V-/X. V>L/1\JXX1V1wLXj1 V wl 


3500 


456672 


1923 A15 ez43 252839 


F 


M00042352AG09 


T JC2-rn1onMetT Jver 

V-/X» V/UlvlUTlv UX^/1 V wl 


3501 


497101 


1923 D15 ez43 252842 


F 


M00042443DE01 

1T1U vv ii# f f *J X-^ ti^v X 


UC2-ColonMetX,iver 

WV^X. v "1." "'Fvl 1 / * V W 1 


3502 


488680 


1923 H15 ez43 252846 


F 


M00042452DC04 


UC2-rolonMetLiver 

V-X Vx X> V/ vl V/XlX VI W Llw/1 V wl 


3503 


552236 


1923 L15 ez43 252850 


F 


M00042459DB07 


v'V^XV V^VlwXXxVXvULvl Vwl 


3504 


450823 


1923 B17 ez43 252872 


F 


M00042354BA07 


IJP2-rn1oTiMptT iver 

w* v*< vUi VllxVXv UX-il v wl 


3505 


446263 


1923 D17 ez43 252874 


F 


M00042444AC10 


UC2-ColonMetLiver 

\J \*r£* V/vl Will TXw LXwl V vl 


3506 


492094 


1923 H17 ez43 252878 


F 


M00042452DG06 


UC2-rnlonMetT,iver 

\J \s£* V> Ul VJ111 VX v UjI V vl 


3507 


552581 


1923K17sz43 252881 


F 


M00042458CE06 


UC2-ColonMetLiver 

W V/X> V/ wlvlIlilwIiUJ V vl 


3508 


494362 


1923 G18 ez43 252893 


F 


M00042450CB09 


I JC2-CnlnnMetT .1 ver 

V/ V>x# VxVJl V/illT A V LI il Vwl 


3509 


560420 


1923 L18 ez43 252898 


F 


M00042459DE03 


UC2-ColonMetLiver 

\J V^X. V^U1\J1 IX TXW UL-/X V VI 


3510 


562399 


1923N18ez43 252900 


F 


M00042516CC04 


UC2-ColonMetLiver 

W V>X< WUlvXUTXVIXJl V wx 


3511 


487522 


1923 018 ez43 252901 


F 


M00042518DA08 


UC2-ColonMetLiver 

V V^X# W/IVXUTXVIXJX V WX 


3512 


498194 


1923 A19 ez43 252903 


F 


M00042352BF03 


UC2-ColonMetLiver 

V V^X« WwlUXllTXVLIJX V WX 


3513 


451126 


1923 B19 ez43 252904 


F 


M00042354CF04 


UC2-ColonMetLiver 

WvlvUl'lv LI — /l V WX 


3514 


450507 


1923 E19 ez43 252907 


F 


M00042446BG02 


UC2-ColonMetLiver 

V>X» WvlV'U'XvlXil V WX 


3515 


450723 


1923 119 gz43 252911 

X ✓ X» i r «X X ✓ • */ X#«^ X X 


F 


M00042454DH10 


UC2-ColonMetLiver 

V> W-** WVlvlXLTXV UX>X " WX 


3516 


492981 


1923.J19.gz43 252912 


F 


M00042456CH07 


UC2-ColoixMetLiver 


3517 


451054 


1923.F20.gz43 252924 


F 


M00042448CC09 


UC2-ColoiiMetLiver 


3518 


453667 


1923 J20 ez43 252928 

X ^ +**J • *F XrfVF •jjf %Tmf ****** X* ^ X* w 


F 


M00042456DB06 


UC2-ColonMetLiver 


3519 


562588 


1923 K20 ez43 252929 


F 


M00042458DE06 


UC2-CoIoriMetLiver 

V/ V^X« WUlUJXLTXVULiJl V WX 


3520 


527679 


1923 L20 ez43 252930 


F 


M00042459DG04 


UC2-ColonMetLiver 

VJ V-/X. wlWXIX VXwULvl V VI 


3521 


494133 


1923 B22 ez43 252952 


F 


M000423 55 A # A 1 2 


UC2-ColoiiMetLiver 

v V^X» wUIUXutI.vUL/1 V VX 


3522 


492304 


1923.122.gz43_252959 


F 


M00042455A:G12 


UC2-ColonMetLiver 


3523 


100821 


1923J22.gz43_252960 


F 


M00042456D:D07 


UC2-ColonMetLiver 


3524 


562603 


1923.M22.gz43_252963 


F 


M00042460C-.G08 


UC2-ColonMetLiver 


3525 


562275 


1923.N22.gz43_252964 


F 


M00042516D:B11 


UC2-ColonMetLiver 


3526 


451302 


1923.A23.gz43_252967 


F 


M00042352C:G01 


UC2-ColonMetLiver 


3527 


451126 


1923.B23.gz43_252968 


F 


M00042355A:C03 


UC2-ColonMetLiver 


3528 


494130 


1923.C23.gz43_252969 


F 


M00042442A:A12 


UC2-ColonMetLiver 
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ID 
NO 


CLUSTEF 


SEQ NAME 


OKIE 
NT 


CLONE ID 


LIBRARY 


3529 


562587 


1923K23ez43 252977 


F 


M00042459A:E04 


VJ K* VJXVJAAA YX C H jL V Vvi 


3530 


562543 

wX>^/ m^mJ 


1923 M23 ez43 252979 


F 


M00042460P-H1 0 


VJ Kj£>~ V^UIUaJAVXCIXjI vca 


3531 


562398 

*j w w *y ✓ sj 


1923 N23 ez43 252980 


F 


M000425 1 6D- CO 1 


VJ wZ» VvVJlVJAliYAVvlJLrfl VGA 


3532 


497517 


1923 P23 ez43 252982 


F 


M00043296AF08 


UV/Z "VA/A VJAAl VXC LUI VGA 


3533 


450902 


1923A24ez43 252983 


F 


M00042352D-A1 1 


VJ V^^~V^VJ1UAAAVXGLXj1 V CI 


3534 


499178 


1923 C24 ez43 252985 


F 


M00042442AG04 


TlO-CcAcmMptl ivpr 

VJ V_/Z, V^VJlVJAALYXGLXwl VCA 


3535 


450507 


1923 E24 ez43 252987 


F 


M00042446DF04 


VJ V^^"vAJlUAAAYXGLLrA V Vvi 


3536 


448556 


1923.F24.gz43 252988 


F 


M00042449A-H10 


VJ V/Z> Vw V71 VJAAi YX Vv LX_/1 V Vv A 


3537 


454575 


1923 124 ez43 252991 


F 


M00042455BD05 


TJP2-Pnlnn\fetT ivpr 

VJ V_yZ- VyVJlVJAIAYXVvULil VGA 


3538 


275 


1923.L24.gz43 252994 


F 


M00042460BC06 


T IP2-PolonlVfetT Jvpr 

VJ V> a> VJ1VJXXAYXG LXj A V GA 


3539 


452719 


1934 C01 ez43 253001 


F 


M00043360CE07 


T IP2-Pn1fitiM etT Jvpr 

VJ V>^> "A^VJlVJAAAYXGIsi-fl V GA 


3540 


449842 


1934 G02 ez43 253021 


F 


M00043369DB01 


TIP9-Pn1nnMptT ivpr 

VJ V^Z. \_/VJlV7lAiVAA>LX^l VG1 


3541 


489506 


1934N02ez43 253028 


F 


M00043384DD05 


TIP2-Pn1nnlVfetT ivpr 

VJ V/ J- V71UAA1 VXGLXul V Gl 


3542 


453893 


1934 P02 ez43 253030 


F 


M00043388A-D05 


TIP2-Pn1nnlVjfptT ivpr 

VJ V/ X. "V/ v/HJAAi YXO UU1 V Gl 


3543 


452586 


1934A03ez43 253031 


F 


M00043356B-K1 2 


TTP7-Pn1nnl\yfptT ivpr 

VJ Z, V> VJlVJiJAYXG 1 1 V Gl 


3544 


491177 


1934 C03 ez43 253033 


F 


M00043360CF1 1 


T IP2-Pn1nnMptT ivpr 

VJ V>Z<~Vy UlVAlAlYXG UXjI V Gl 


3545 


496586 


1934 M03 sz43 253043 


F 


M00043 3 82C *D07 


TTP9-Pnlr*nMptT ivpr 

VJ V_/Z» '"VvVJIlJAlAYXG LX^l V Gl 


3546 


490393 


1934 O03 ez43 253045 


F 


M00043387AE02 

ATXV/\JV^«J*JO / iX.ijV/Zi 


TTP9-Pn1rmMptT ivpr 

VJ V_/X- " V_/ VJILFAIAYAGLXjI V Gl 


3547 


450756 


1934 D04 ez43 253050 


F 

X 


M000433fi3B'An 

lVX\JVv/ fc t«J«JVJ«7X^.xx.X A 


VJ v^^'V^VJlUlliVXGLLdrl V Gl 


3548 


456492 


1934T04ez43 253055 


F 

X 


M00043373DG04 


TTP9-Pn!nnA/rptT ivpr 

VJ V^/Z, V^VJUJAAAYXGLXjI vgi 


3549 


490395 


1934O04ez43 253061 


F 

A 


M00043387AF03 


T TP9-Pn1nnA/fpfT ivpr 

VJV^^-V^UlUAXlVlOlX-rlVGl 


3550 


489275 


1 934 P04 a743 75306? 


17 


M000433RRR-r09 


U V^Z-V^UIUaUVIgUUIVgI 


3551 


489368 


1934 C05 ez43 253065 

X ✓ J*T. V^V/J ,gX«TJ 


F 

X 


M00043360DD01 


TTP9-Pr»1onlvjlpi"T ivpr 

U V^Z>~V^U1UIUVXGUL/1 VCx 


3552 


450756 


1934 F05 &z43 253067 


F 


M00043364D-H1 1 
\yi\j\j\j*Tj jvj*Txy.xTxi i 


TTP9-Pn1milV^ptT ivpr 
U V-/^ "v>UlOxxlVxOULfl VGI 1 


3553 


496084 


1 934 K05 pz43 253073 


F 

X 


M00043378D T>1 2 


TTP9-Pr*1nnM"ptT ivpr 

U Vv^ V^UlUlAlVlCLX-rl VGI 


3554 


450193 


1 934 T 05 U743 253074 


X 


M000433R0DF1 0 

AVXV/VV/tJ «J Ov/AV .Xw X V 


TTP9-Pn1nnlvfptT ivpr 

VJ V_^Z. V_/ U JUILLYxC LXjI V CI 


3555 


499240 


1934 M05 ez43 253075 


F 


M00043 3 82P G09 


TTP9-PnlnnMpfT ivpr 

VJ V-/Z. V>vJJlVJAAAYXGLX-<l VGI 


3556 


448230 


1934A06ez43 253079 


F 


M00043356C-F03 


TTP9-Pn1nnMptT ivpr 

UV/i> wVJIWAAAVXCLXjI VGA 


3557 


455707 


1934 H06 ez43 253086 


F 


M00043372BB01 


T TP2-PolonMetT ,i ver 

VJ V/X. V/VJlVJlAAYXwLAJl VGA 


3558 


496760 


1934N06ez43 253092 


F 


M00043385AE01 


T IP9-Po1rmlVyrp.iT .i ver 

VJ V^X/ V> VXLVJALAYXGlXvl V GA 


3559 


447429 


1934 A07 ffz43 253095 


F 


M00043356r-H07 

AVAV/VJVJ'T.J.J JUv>iW * 


ITP9-Pn1nnMptT ivpr 

VJV-/Z. V^VJiUAAAYXGlX-ilVGl 


3560 


450551 


1934 G07 ez43 253101 


p 


M00043369DG1 0 


ITP9-Pn1nnTvjfptT ivpr 

VJ V_/X/ VvUlVJlAiYXOUL-il VC1 


3561 


451144 


1934 J07 ez43 253104 


p 


M00043376BC03 

AtAV/V/V/"J«/ / VJXJ>« V/V/J 


TTP9-PnlnnMptl ivpr 

VJ Ga VyVJlGAAl YXG LLwl VGA 


3562 


491402 


1934 C08 2z43 253113 


F 

X 


M00043361BF02 

ITXVUVTJ JUlAJiA V/x< 


TTP9-Pn1nnMptI ivpr 

VJ VwXr~VyGiwAAAYXGLlwl V GA 


3563 


449956 


1934 E08 ez43 2531 15 


F 

X 


M00043365AC06 

IVXV/V/VJ^J «J VJ«7x\. V>V/VJ 


TTP9-Pn1nnlVyfptI ivpr 

VJ wx» V_/VJlUAAiVACLX-<l V Gl 


3564 


449959 


1934.G08.gz43_253117 


F 


M00043370A:C08 


UC2-ColonMetLiver 


3565 


. 560213 


1934.108.gz43_253119 


F 


M00043374A:E05 


UC2<k)loiiMetLiver 


3566 


450482 


1934. J08.gz43_253 120 


F 


M00043376B:F06 


UC2-ColoiiMetLiver 


3567 


449795 


1934.B09.gz43_253128 


F 


M00043359B:A04 


UC2-ColoiiMetLiver 


3568 


486856 


1934.O09.gz43_253141 


F 


M00043387B:A03 


UC2<;oloiAMetLiver 


3569 


450080 


1934.C10.gz43_253145 


F 


M00043361D.A02 


UC2-ColoiiMetLiver 


3570 


510272 


1934.110.gz43_253151 


F 


M00043374A:G04 


UC2-ColoixMetLiveT 
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SEQ 
ID 
NO 


CLUSTER 


SEONAME 


ORE 
NT 


CLONE ID 


LIBRARY 


55/1 


43U35J 


iy34.Al 1 .gZ45_233 15y 


u 
r 


A/TAAA/faO^O A *n(\A 
M0004355 /A.'ijr04 


u uz-uoioiiMeiJuiver 


Q^O 
5 J /Z 


a-^ai O'a. 


lo^i nt i citAI. 05*21£a 

lyjH.JDl l.gZ43_Z35 lOU 


u 
r 


a x(\ a a a 1 1 ^ ota • n n/i 


u cz-uoioiiM€tL»iver 


55 id 




IOTA A/Ml rt^Aa 0^aT71 
iyj4.1Vll l.gZ43_Z331 / 1 


r 


JVlU0U455o5i3.r 1Z 


u ^z-uoJOJiMexL/iVBr 


35 /4 


4yoz34 


iy34.IN 1 l.gZ43_Z33 1 /2 


■n 

b 


TW It A A A/I *2 1 Q 5 .T\ A£ 

M000433o5^:JJ0o 


uu2-i^oioiiMetJLiver 


DJ ID 


4o/593 


iy34.AlZ.gZ45_Z331 /3 


u 
r 


Ayf A A f\A 1 1 S.HT> >T> AO 

JYLU004335 /o.oOZ 


u ^2-coioiiMetLiiver 


35 Jo 


ACkt 5A7 

4yi5U/ 


1AO/I AT) rt-r/ia 05217ft 

iy34.L)lZ.gZ43_Z33 1 fo 


r 


M000433o3D.r0/ 


u U2-coiotiMetJLiver 


3 O / / 


255814 


102/1 1\*> n-wA1 0521Q/1 

iy34J !Z.gZ43_253 184 


17 

r 


AVTAAA/IQaO^TV A 1 0 

M000433 /01/.A1Z 


it^o /*^^i^.»,Ayr^r+T i,,a« 

u uz-coiotiMetLfiver 


3 J fo 


43U15y 


lO'SA Al^rr-T/l'a 0*2101 
1 y 54. A 1 j .gZ45_Z35 1 y 1 


17 

r 


Aif A A A A1 1 K TO -T^ A 1 
JVIUUU4555 / J5.UU1 


u uz-i^oionivieu-river 


55 /y 


.458015 


102/1 171 1 rrrrAI 0521G5 

iy54.Iil5.gz45_Z35 iy5 


T7 

r 


A /TA A A A 1 1 A 5 "D • A Q 

MU0043305Jd.L/0o 


u ■uz-coionMetijiver 


■a^ftA 
5580 


43 lull 


lG'aA If] 1 rtrwAI 0520A1 
1 y 3 4 . JV 1 J .gZ45_Z3 5 ZU 1 


r 


A/T A A A ^1*70 r* • "R A O 

MUUU455 /y u.ouy 


u uz-coionMetLfiver 


^ft 1 


>!<AOA7 
430ZU / 


iy54.Lrl4.gZ45_Z53Z15 


17 

r 


A>T A A A A7 2 O A13 • "H A ft 
M0UU435 /OJd.UUo 


u uz-uoionMeu-<iv6r 


"J^ftO 


45 1 153 


10*3 A T1 /I n-rA^ 0*20 1£ 

iy54.J 14.gZ45_Z35Z10 


V ! 

r 


A/TAA A A 1 '3.7<'n -Ti 1 0 
MUUU435 /0U.U1Z 


TTPO P/\1rtfnA/TofT ltrar 


5585 


551 "2QA 
331580 


iy54.Jjl4.gZ45_Z55Zl(S 


17 

r 


AyTAAA/iaQ ft 1 T* -T7 1 A 
MUUU45 5 o 1 15 .li 1 U 


u uz-coionMeuLiver 


5354 


/f AC i/i? 
4y5 14.5 


1Q^I/1 \>T1/1 t+fA'i 1^*21 1Q 
iy54.JVll4.gZ4J ZD jZiy 


17 

r 


A/TA A A A1 "X ft ^ n • O CV7 


1 TPO P/^I/x^iA/Tjs+T i\iat> 


^ft^ 


48/185 


iy54.U14.gZ45_Z55ZZl 


r 


A/TAAAAa'aftor'. All 
JVlUUU455o /t.Al 1 


u uz -coionMexLXver 


JJOO 


0513ZO 


lo^/i ti <i *Y^A < a o^aiai 

iy54.115.gZ45_Zj JZJ 1 


17 

r 


JV1UUU455 /4JJ.UU/ 


u uz - v>oionivieiijiver 


535 / 


/MQ7ftA 
44y /oU 


iy54.Iil0.gZ4J_ZjjZ43 


"C 

r 


A/rAAAAlO.^P* A AO 
1YIUUU45503 L/.AUy 


U VZ -l^OlOluVlclJ-flVcr 


55oo 


A Cil /I QO 

4yi4yz 


iy54.r 10.gZ45 Z55Z44 


17 
r 


A/TAAA/12 < 2^ft A -"CAS 
MUUU45 jOo A.r U j 


T T/^0 fVJ/vnA/TistT t'trar 

u L/Z -LX)ioiuvieiLiver 


3589 


/I A/I AAQ 

4y4uyy 


iy34.K10.gz43_Z5324y 


17 

r 


A>TAAA/ia , aOO'r\- A A5 

M000435 /9U.A05 


uc2- , uoioiiMetL/iver 




/I CAO 1 A 

450819 


1A*3y) XTliC /y-ilO 0<iaK1 

iy54.IN lo.gz43_253252 


17 

r 


AjTAAA/IQOOX A • A 1 1 

MU0043350A.A1 1 


u C2-<^ioiiMetL/iver 


3591 


A OQO/IQ 

488349 


iy34.rlo.gz43_253254 


17 


A/TAAA/1 1 1 ft OTV15 1 A 

M00043 5 o y u . 15 1 0 


uu2-coionMetJLiiver 


3392 


313423 


1954.11 /.gZ45 


1? 

r 


AVf AAA/1 H^O/I Tl-IJAO 
JV1UUU455 /4Ll.rlUy 


u uz -coioiiMcujivdr 


3593 


/t aao/i/c 
49084O 


1934.Clo.gz43_253z /3 


17 

r 


A /TA A A/1 0 O /CO « 17 AO 

M000433o2U:Jti02 


Ui>2-i^ioiiMctJL/iver 


3594 


550511 


1 934 XI o ,gz43_2532 o2 


17 

r 


A/TAAA/1 OQQ 1 /^.T71 A 

M000433olCJbl0 


U U2-uoioiiMetLfiver 




45/437 


1934.Mlo.gz43 253283 


r 


li /r a A a >i 'Z'i o /i tj - a a a 
M0004o3o4t>.A04 


TT/^O /^-^1^«aA /T«+T I<*,a«. 


3596 


/I A1 Oyl A 

491240 


1AO>1 "CIA r*~A 1 OCOOA1 

1 93 4.Jb 1 9.gz43__25329 1 


u 
r 


A li A A A A 1 1 H 5 -T7A/C 

M000433o5-L.Jr0o 


u U2 -uoioiiMeti/iver 


359/ 


452/10 


1934.rliy.gZ43_2532y4 


r 


A/TAAA/I7'a'7'2 A «ri1 1 

MO00433 /5A.1J1 1 


u v>2- voionMetL/iver 


3598 


44yy5y 


1 9 34. J 20 .gz43__25 3 3 1 2 


r 


AVTAAA/f llOO^r*. All 

M000433 / /L.A1 1 


u C2-i^oioiiMeTJLiver 


3599 


4499/8 


1934.r20.gz43_2533 lo 


r 


li >f A A A A 1 0 Q A*D . A/I 

M00043 3 y 0 J3 : C04 


uc2-coionMetL»iver 


3o00 


A 5AO/IO 

450242 


1AO/I AOI r~~A 1 OCaOlO 

1934 . A2 1 .gz43 25 3 5 1 y 


u 
r 


AyTAAA/iaa^ft A •TtAO 

M0004335oA.JJ02 


u U2^oioiiMeLJLiver 


1£A1 
3001 


/15 1 1QA 

451294 


iy54.121.gZ43_Z533Z/ 


17 

r 


AyTAAAAa'JO^ A «T7A0 
MO U 045 5 /5AliUZ 


TTPO /* 1 vxl/vriA/r«tT nrek-r- ' 


a^AO 
5oOZ 


/I5 AAftA 

450080 


iy34.Vj22.gz43_Z5534 1 


17 

r 


A/TAAAAaQ 7 1 15 -fT 1 1 A 
M000433 / lJD.^10 


u z -coionivie uL«iver 


5005 


451301 


1 y 54. J 22. gz43_25 3 3 44 


17 

r 


A. It A A A/1 1 1 HHW • 17 A 1 
MUUU455 / / JJ.JbUl 


u i^Z'H^ioiiivieti-.iver 


50U4 


/lftQOA7 

48920 / 


1AQ/I A/TOO «vr*/IO 'IZ.'IIAH 

iy34.M22.gZ43_Z5334 / 


17 

r 


A/T A A A A 1 "X ft A P • r 1 AO 
M0U045 5 54CC0Z 


u ■oz -coiOxuvieuLriver 


50U3 


488050 


\(YXA AT) r+r*A1 O^OO/IQ 

iy54.UZ2.gz43_253349 


r 


A/T A A A A 1 *2 ft 7T* • H AO 

M0004335 /U.UOZ 


TTr*0_r , /\1r»«Ayr<>tT 4^^^ 


3606 


449908 

TT77UO 


1934 G23 ffz43 2^5^^S7 


X 


M00043371C-B02 


UC2-ColonMetLiver 


3607 


450211 


1934.023.gz43_253365 


F 


M00043387D:D06 


UC2<k)loiiMetLiver 


3608 


402916 


1934.124.gz43_253375 


F 


M00043375B:A04 


UC2-ColonMetLiver 


3609 


494450 


1934J24.gz43_253376 


F 


M00043378B:B05 


UC2-ColonMetLiver 


3610 


492627 


1934.M24.gz43_253379 


i F 


M00043384C:G01 


UC2-ColonMetLiver 


3611 


550246 


1947J01.gz43_253404 


i F 


M00054555D:C03 


UC2-ColonMetLiver 


3612 


550952 


1947.106.gz43_253483 


F 


M00054555A:H09 


UC2<^IonMetLiver 
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SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ED 


LIBRARY 




555509 


1047 A10 »v43 05353Q 
1 74 / . A 1 U ,gZ43_Z 3 jjjy 


r 


M00054545P«POO 
1V1UUU3 4343 \^.D\)y 


ui^z-L/OiOBMeuLiver 


3614 


*tl/OJgD 


1Q47P01 ot43 053730 
iy** / ..rZl ,gZ43__Z33 /3U 


r 


Ayf 000545 66H • n0« 
1VIUUU3 43 00 U . KJV 5 


TTPO Pr»1rt*»A4"«fT niafi 

u ^z-coionMetLfiver 


361 5 


515707 


10471^00 0-743 053737 

iy*t- / .vjzz.gz*t3_z33 / j i 


u 
r 


■M"O0054553ri'P00 
JYlUlrU3*t33 3 XJ .cAJy 


u ^z-vyOionivieLLiiver 


3616 

3010 


550000 

33Z\jyZ 


1 050 P03 «t43 053516 
1 y 3 y .r U3 .gZ43_Z3 3510 


r 


A>T0005463 1 TVf*00 
1V1UUU3403 lU.V^UZ 


u uz-L/OionMetJLiver 


361 7 


54Q0 1 o 

34yziu 


1 Q5Q A/T04 o^43 053 ft3Q 
Lyjy. 1V1U4 .gZ43 ZD 35 3 y 


r 


lVyf00054640P«r , 05 
1Y1UUU3404UO . L/U3 


u i^z-^oiotUYietL4ver 


361 ft 


555003 
J 33yZ3 


1Q5Q flOft r*T43 0538O4 

i y 3 y .uuo ,gz43_z j 3 5y4 


r 


AA 0 0 0 5 460 0 P «n06 
1V1U U U3 4ozy . VJUO 


u i^z-uoionMetLiver 


361 Q 

30iy 


461 
401 


1 050 P08 rr«y43 053006 

1 y j y .r^u 5 .gz4 3_z j 3 yuo 


r 


A/10005464 A"R «PO0 
lvlUUll34044l5.r UZ 


ucz-i>oionMetijiver 


360O 
30ZU 


551075 
JJ iy / 3 


105Q niQ fY-r43 054070 
1 y 3 y .LI 1 y .gZ43_Z34U / u 


p 
r 


A/1O0O5463OP- A 06 
jyiUU U3 403 VD JWJO 


u uz-i>oionmetLfiver 


30Z1 


540516 
34y3 10 


1O50 "MOO rr-»43 0541Oft 

1 y 3 y . rs zz .gz43__z 3 4 1 z 5 


p 
r 


A/rooo^4<4orfc'pi i 
MUUU3404ZLI.r 1 1 


u uz-coionMetLriver 


30ZZ 


333y4y 


1 050 1T04 f«43 0541 57 
iy3y.IS>Z4.gZ43__Z3413 / 


p 
r 


lV/lO0O^463ftTVPO0 
MUUU3403oLl.rUZ 


u uz-LoionMetLiver 


360*2 
30Z3 


1 03Q01 

iy3yyi 


1Q60 T 03 <v^43 0540O6 
iyOU.J-»U3 .gZ43__Z34ZU0 


P 


A/fnOO^/1^/C1 A ."DOO 

MUUU3400 1 A.olli 


u uz-uoionMetLiiver 


360/1 
30Z4 


3oi3yu 


lyoU.lU /.gZ43_Zj4Z0 / 


p 
r 


MUUU34030U:lilU 


U Uz-ColonMetLiver 


30Z3 


4jUoo/ 


i o£A no n^/fs o<404i 
iyoU.dZ.gz43_Z34341 


u 
r 


MUUU34o4oC:xliU 


U Cz-ColonMetLiver 


30ZO 


Zo43 /3 


lyoU.IN 14.gZ43_Z343o4 


TO 

r 


MUUU3 4oo4JJ . AU 1 


UOz-coionMetLiver 


3607 
30Z/ 


5no6ft3 
3UZ053 


10601303^/13 05/1516 
iy0U.i5Z3.gZ43_Z34310 


p 
r 


JVIUUU3404 /U.rlUZ 


uuz-coioaivletXfiver 


360ft 
30Zo 


43Z00Z 


1060 1704 rr«r43 054535 
iy0U.JiZ4.gZ43_Z34333 


p 

r ; 


H/T0005465 1 Tl-HOO 
iVlUUU3403 lU.lJyjZ 


u v^z-^oioniYieujiver 


"2 /COO 

3ozy 


jjizoy 


iyoy.rU3.gZ43__Z343o4 


c 


JMUUU340 /4rJ.r)U3 


U L/Z-L/OionMetLiver 


3630 
303U 


5704ft 1 


1060/^07 0^43 054645 
1 y 0 y . / . gZ43_Z J 4 04 J 


t? 
r 


A>TOOO^/lii71 A -TJ07 
MUUU340 / 1 A.Jtlu / 


u cz^oionMeti-fiver 


363 1 
303 1 


450604 
43U0Z4 


1 06Q A 1 0 crvAl 0 5460 1 

i y oy .a i u .gz43_z j4oy 1 


P 


lVvf00054668 A «T^01 
1YLUUU34005A. UK) 1 


u oz-L/OioiiMeiJ-fiver 


3630 
303Z 


41^30£ 
4133Z0 


1060XT11 rr^43 054700 

1 yoy.jN 1 1 .gZ43_Z j4 /zu 


p 
r 


AyfOO O ^ A 6 ft 5 T* • "TIOQ 
MUUU34053JJ.LIUy 


uuz-uoionMetLriver 


3633 
3033 


^O'ao'a'2 
3 15 155 


iyoy,cz4.gz43_zj4yi / 


u 
r 


x>roon'5:/i^'7i t*. A i o 
MUUU340 / 1JJ.A1Z 


U uz-\^oionMeuLiver 


363/1 


33103y 


1Qfc3n01 *y^>43 054034 
iy53.UUl.gZ43_Z34y34 


p 
r 


TVyfOOO^/tftl ir\-T701 

MUUU34ol IJJ.rUl 


UCZ-coionMetLiver 


3635 
3033 


540ft 1 6 
342*510 


10fi3 1706 f>rr43 055015 
1 y 5 3 . riUO .gZ43 _ZD j U 1 J 


P 
r 


Avf00054ft 1 or\»uro5 
JV1UUU340 lZJJ.rlU3 


u UZ -i^oionmeuUver 


3636 
3030 


5^7^0^ 
jj /3Z3 


1 QQO 1700 r*r,A1 0<<O/C4 

iyo3.rUy.gZ43_ZD!>U04 


17 

r 


TVyf OOO^I/l Q 1 A A ."COO 
JYlUUU34o 14A.r V 1 


u cz-coionMetLfiver 


3637 


447405 

44/4U3 


10&3T?"11 rrrrAI 055 101 

i.y53.JVll.gZ43_ZjJ 1U1 


p 


A/fO0O54ft03'D*PO7 
JVlUUU345Z3JD.liU / 


ucz-coionMetijiver | 


3035 


40/M71 
4V44/ 1 


10Q3 no r+—A1 O^^OOI 

iyo3.Uiy.gz43_Z3pZZl 


17 

r 


A/TOOO^/1 011 t>.TJl 0 

MUUU34o 1 115 .H1Z 


uuz-uoionMetLiver 


363Q 

303y 


456500 

4303ZU 


TJ1Q ^/IQ 05^003 
iy53.xiiy.gZ43_ZjDZZ3 


p 


A/r00054ft13U''ni 1 
IYlUUU34o 1 315.U 1 1 


u L/Z -v^oioiiMeiiLiver 


304U 


3333ZU 


iyd4.iNUZ.gZ43_Zjj344 


17 

r 


MUUU34o45j5.bUZ 


u uz-uoionMetX/iver 


3641 


3oUy<>4 


1O0/1 DO/C e>rwA1 K^/llf\ 

iyo4.rUo.gz43__Zjj41U 


17 

r 


MUUU345 3 Id:eA)3 


u cz-uoionMetLiver 


3640 
304Z 


5603O0 
30Z3UZ 


iyo4.vjU/.gz43_Zjj41 / 


p 
r 


A/TOOO^/l Q1QT\. TTOQ 

iVlUUU34o3yiJ.r Uo 


u cz-iJoioiiMeiJLiver 


3 6 A3 
3043 


^5/11 OA 

334iyo 


1 OQA AIO r>r,/i 1 O^^/iQI 

iyo4.AlZ.gz43_Z034yi 


17 

r 


A/TOOO</IO'2 1 A ."CI 1 

MUUU3453 lA.bl 1 


u cz-i^oionMetLiver 


3644 
3 044 


5 *77A3 
33 / /U3 


ioQ/f noi rv-r/iQ o^^^/ii 
iyo4.ljZl .gZ43 Z3D041 


r 


A/TOOO^/IQ/IOTVDO'2 

MUUU34o4UJJ.UU3 


u uz H^oionJVieuLiver 


3645 
3043 


5£00/13 

3oZZ43 


i y y 4 .Jb 1 3 .gz43_z j 3 yz / 


17 

r 


A/fOOA^/1077 A -1701 

MUUU345 / /A.rUl 


TTPO-Prtlrtt^Aif^T Riar 

uuz-^oioiiMeTXriver ^ 


36/16 
3040 


33y33i 


iyy4.Aiy.gz43_Z33yo / 


17 

r 


A>fOOO<C/l 070 A .XJ1 0 

MUUU34o /ZA.rllU 


TTPO Prt1/\r*A4"ofT iiiar 

u cz-uoioiiiYieiLriver 


3647 
304/ 


44/483 


1 QQ/t 1700 t+**A1 OC£fl/tn 

iyy4.r ZZ. gz43_Z3oU4U 


17 

r 


JYlUUU34iS /oU.ljUi 


TTPO P rv-n A /T*>-f-T 

u uz-uoionMetLiver 


3648 


5493,91 


1°94K?4p74^ 956077 


p 


lVluUUJtOOJV/.VJV/U 


UC2-ColonMetLiver 


3649 


550204 


1995.C02.gz43_256101 


F 


M00054893D:F07 


UC2-ColonMetLiver 


3650 


554604 


1995.K02.gz43_256109 


F 


M00054904A:F07 


UC2-ColonMetLiver 


3651 


558326 


1995.N02.gz43_256112 


! F 


M00054908D:A07 


UC2-ColonMetLiver 


3652 


557218 


1995.A03.gz43_256115 


F 


M00054891D:H05 


UC2-ColonMetLiver 


3653 


562152 


1995.C03.gz43_256117 


F 


M00054893D:G09 


UC2-ColonMetLiver 


3654 


562679 


1995.F03.gz43_256120 


F 


MO0054897C:F03 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTEF 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


3655 


543855 


1995.G03.gz43_256121 


F 


M00054898DH12 


UC2-ColonMetLiver 


3656 


555701 


1 995 . J03 .gz43_25 6 1 24 


F 


M00054903A:G07 


UC2-ColonMetLiver 


3657 


549376 


1995.K03.gz43_256125 


F 


M00054904AH10 


UC2-ColOxiMetLiver 


3658 


522220 


1 995.M03.gz43_256127 


F 


M00054908AF10 


UC2-ColoiiMetLiver 


3659 


550710 


1995.O03.gz43_256129 


F 


M00054922A:C11 


UC2-ColonMetLiver 

V**X# X/Vi VlAi TXVIXVA T UA 


3660 


562672 


1995 E04sz43 256135 


F 


M00054896BE09 


UC2-ColonMetLiver 

Vi/ ^^X^ \/VAvAAATJLViXj/A T VA 


3661 


559088 


1995 104 gz43 256139 


F 


M00054901CA04 


UC2^oloiiMetLiver 


3662 


447858 


1995.D05.gz43 256150 


F 


M00054895B-D09 


UC2-<k)loixMetLiver 


3663 


492256 


1995 LOS ez43 256158 


F 


M00054906D*D06 


UC2^olonMetLiver 


3664 


550047 


1995B06sz43 256164 


F 


M00054893A:F08 


UC2-ColonMetLiver 

\X V*SXV V/Vi UAAITl VlXVl V Vl 


3665 


562579 


1995 P06 ez43 256178 


F 


M00054923DA08 


UC2-ColonMetLiver 

\y Vy&< >_^Vyi\yXiJ.TX\y UXJX V syx 


3666 


556804 


1995 F07 ez43 256184 


F 


M00054897DE08 


V7 \-y^» vyV7l vXXItXV/ LX-/JL V ^X 


3667 


553102 


1995 107 2z43 256187 

Xyyy.XKff iKCTTJ £^y\J XO / 


F 


M00054901CG01 


UC242oloiiMetLiver 

\y \y 4* \y VlVylXlTXWlJLjl V W 


3668 


559118 


1995 P07 ez43 256194 


F 


M00054923DD04 


I JC2-ColonM etLiver 


3669 


559554 


1995 H08 ez43 256202 


F 


M00054900BD12 


UC2-CoIonMetLiver 


3670 


510309 


1995 K08 ez43 256205 


F 


M00054904CB06 


UC2-ColonMetLiver 

\y v> v-^ uiwiiii iv n /J y vl 


3671 


562492 

<y \J y 


1995 N08 ez43 256208 


F 


M00054910AH12 


TJC2-ColonMetLiver 

\>7 \_/V71UULL VX v LL/1 V vl 


3672 


553975 


1995 O08 ez43 256209 


F 


M00054922BA08 

ITIU v v»/T7 ^ZiiJ ,iT.v U 


T JC2-ColonMetLi ver 

\J \*y£* \^r\JL\Jl 1L VX V \ 1 *' V vl 


3673 


561525 


1995 N09 ez43 256224 

A77J.iiU7 .g£iTJ £*ml\J^^r^ 


F 


M00054910BF07 


IJC2-(^lonMetLiver 

V7 V>> yC< VyVlVylXlYX v LX-/1 V vl 


3674 


1 50839 


1 995 O09 ff743 256225 

X77J.VU7.gZi , tJ £fJ\J£*i*J 


F 


M00054922B A 1 0 

lVlu\/V/J*T7Z>£(U.f\lv 


T TP2-rin1onMetT J ver 

V7 Vy X» WV71171XJLTX v IXwl V vl 


3675 


451049 


1995E10ffz43 256231 


F 


M00054896CF01 


UC2-ColoriMetLiver 

\_y \_y v/viwuiTiv u u v vi 


3676 


560668 


1995H10ez43 256234 


F 


M00054900BG10 


UC2^olonMetLiver 


3677 


555260 


1995T10&743 256235 


F 


M00054901DB01 

luvw\/J77U XXJ .±J\J X 


TJC2-ColonMetLiver 

\y V>\JlV71UTXvLX-/l V vX 


3678 


555785 


1995 T10ffz43 256236 

177JiJ lU,g£iTJ /.JUZiJu 


F 


M00054903CF03 


TJC2-ColonMetLiver 

\y \_/VJl\JlliTX vULyl V vl 


3679 


82864 


1995 Dll ez43 256246 


F 


M00054895CB07 


UC2-ColoiiMetLiveT 

vy v£< VyVyiwiXLTXvvJLyi V vl 


3680 


559554 


1995Hllez43 256250 


F 


M00054900CB04 


UC2-ColoiiMetLiver 

\J vUIVIUtIV Ll_yl V vl 


3681 


556404 


1995 C12 sz43 256261 


F 


M00054894CB11 

1T1V \J\J *J • \M ^ ■ • X-^ X X 


UC2-ColonMetLiver 


3682 


516691 


1995 H12 ez43 256266 


F 


M00054900CC03 


UC2^oloiiMeLLiver 


3683 


556499 


1995 E13 ez43 256279 


F 


M00054896DC01 


UC2^olonMetLiver 

Vp/ V^x>r V^v/XwJLlX TlvLUl r vl 


3684 


453715 


1995 F13 ez43 256280 

Xyyy.X X«J iCtfTi/ *n/v^Uv 


F 


M00054898AG09 


UC2-ColonMvtLiver 


3685 


556753 


1995 H13 ez43 256282 


F 


M00054900CD08 


UC2^oloiiMvtLiver 

V/ V*SXV WlvAliT AVLJU1 T VA 


3686 


549847 


1995 J13 ez43 256284 


F 


M00054903CG03 


UC2^oloiiMetLiver 

Vj/ \yu WlVlllfJLVlUl T vl 


3687 


549822 

■y^y 


1995 K13 ffz43 256285 


p 


M00054904CG09 


UC2«^ColonMetLiver 

V/ A* W1UU1TAW bXWl V VI 


3688 


489001 


1995 LI 3 pz43 256286 


F 


M00054907BE07 


UC2-ColonMetLiver 

vy v^^a vviviuTivixyi v v* 


3689 

J\JiJy 


562989 


1995P13t>743 256290 

X yyy ,x x J .gZ/TJ £~y\Ji*y\J 


F 


M00054924BE10 

lTX\y \y \7 J~^^~lv# .X-/ X \/ 


UC2-ColonMetLiver 

vy \s V^vylVyl 11 »Xv Uji V vl 


3690 


555998 


1995.A14.gz43_256291 


F 


M00054892C:Gf05 


UC2-ColonMetLiver 


3691 


562106 


1995.B14.gz43_256292 


F 


M00054893C:A06 


UC2-ColonMetLiver 


3692 


557326 


1995.E14.gz43_256295 


F 


M00054896D:C11 


UC2<yOloiiMvtLiver 


3693 


558935 


1995J14.gz43_256300 


F 


M00054903C:G04 


UC2-ColonMvtLiver 


3694 


399766 


1995.L14.gz43_256302 


F 


M00054907B:F01 


UC2-ColonMetLiver 


3695 


553976 


1995.O14.gz43_256305 


F 


M00054922C:A11 


UC2<yoloiiMetLiver 


3696 


554002 


1995.B15.gz43_256308 


F 


M00054893C.A07 


UC2<:oloiiMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


OWE 
NT 


CLONE ID 


LIBRARY 


3697 


553691 


1995 P15 ez43 256322 


F 


M00054924BF07 

IVXV/w ^"TXJ .X V7 / 


TTCJ-fYilrmMpf-T ivpr 


3698 


556365 


1995.B16.gz43 256324 


F 


M00054893CB02 


UC2-TolonMetT ivpr 

V^VJiVJXXLVXwUUrX V vl 


3699 


549228 


1995D16ez43 256326 


F 


M00054895DB02 


T IC2-P.nl nnMptT ivpr 

V7V^^> V^JlUxXlVXwIX^XVwX 


3700 


553534 

+J +S fc/ 1^ 


1995 G16 ez43 256329 


F 


M00054899CD11 

ivxv wv— /~ vj .✓ ^\_^ ,xj x x 




3701 


557004 


1995H16ez43 256330 


F 


MG0054900DF11 

lVXvV/V«/~7vV/X/.X X X 


Tir'2-PnlnnMH'T ivf»r 

w V/a» \^V/XvMXLTXwU_iJ V wl 


3702 


555082 


1995 M17 cz43 256351 


F 


M00054908ClA10 


TTC2-PnlnnMetT ivpr 


3703 


562714 


1995P17az43 256354 


F 


M00054924DE01 


Tir*2-PnlnnMptT ivpr 

V7 V^U1\JXXLVXV/LX^1 V wl 


3704 


552122 


1995 D18 ez43 256358 


F 


M00054895DC10 


T 1(^7-00^11 Mpff iv^r 


3705 


411272 


1995 K18 ez43 256365 


F 


M00054904DF07 


T IP7-PnlnnMpfT Jvm- 


3706 


454812 


1995 A19 ez43 256371 


F 


M00054892DD06 


11(^2-001011^/1^1 TVPT 
UV/4. \^VlLIXllVXwLXvXVVl 


3707 


558177 


1995 J19 2z43 256380 


F 


M00054903DG01 


V-'ir V/V/IUlXlVXClXvl V CI 


3708 


556852 


1995 P19 ez43 256386 


F 


M00054925AB08 


TJ09-0olofilvfptT ivpr 

W w a> V>vfXV7XXLVXC UjI V wl 


3709 


551463 


1995 B20 ez43 256388 


F 


M00054893CE04 


U02-ColonMetl iver 

UVX. ^sUXUXUTXwLXwl Vwl 


3710 


558011 


1995 G20 fiz43 256393 


F 


M00054899DC11 


TI07-.0olonMptT ivpr 

i-7 Vs^ WUlUllIYXwU~fl VWl 


3711 


559088 


1995H20ez43 256394 


F 


M00054901AB04 


T I02-0olonMptT .ivpr 

\J V-/ ^ Ul V7XX1 VX w Uui Vwl 


3712 


595066 


1995 120 ez43 256395 


F 


M00054902BG02 


T TO? -OolonMptT i vpt 

U Vs<o V/VJlVJXUVXwIJLrl V wl 


3713 


558868 


1995 K20 ez43 256397 


F 


M00054904DG04 


TI07-OnlonMptT ivpr 

W WXf v Ul VJXliVXwULil V wl 


3714 


458035 


1995 F21 2z43 256408 


F 


M00054898BD04 


TIO?-Oo1onMptT ivpr 

kJ V/UlUXliVXw LX-/1 V wl 


3715 


555837 


1995 H21 ez43 256410 


F 


M00054901 AF01 


TT09-0olotiMptT fvpr 

VJ V^Zi V^UlUXXlVXwiXjl Vwl 


3716 


452182 


1995T21ffz43 256411 


F 

X 


A/ffi0054907r* A 1 7 

XVX\J\/V/^^7v/Z>\_/.^kX Z» 


TfO? -Onion lvfptT ivpr 


3717 


555967 


1995 J21 ez43 256412 


F 


M00054903DG1 0 


TTO?-OolonMptT ivpr 

U VsAi V^UlUlllVXw LXjl Vwl 


3718 


474163 


1995 B72 £743 956420 


F 

X 


M00054893r-G06 


TT07-0olonMptT ivpr 

VJ V/^ V^UlVylUVXw UL/X V wl 


3719 


556169 

«J JVJ 1 \J*7 


199S H27 ^743 956426 


F 

X 




T TO^-OoloTiTV/TptT tvpt 


3720 


558779 


1995 073 pz43 756437 


F i 

X 




TTO?-On1onMpfT ivpr 

U V^UlUIXIVXwUL/l VCl 


3721 


555830 

~J ~J ~J U J u 


1995 G23 ez43 256441 


F 


M00054899DF07 


TI02-0olonMetT ivpr 

VJ V/^> Vs VJlUlUYXwLXwl Vwl 


3722 


974 


1995 N23 ez43 256448 


F 

X 


M00054921P-G01 


TT02-0olonMptT ivpr 

VJ V>UlV7lllVXwUL/l V Wl 


3723 


556632 


1995 1324 az43 256452 


F 

X 


M00054893DD 1 2 

xvxv/v/v.7*Tt}^«?xy ,xv xx< 


TT02-0olonMpfT ivpr 

VJ V/a V/UlUlliVXw Uwl V wl 


3724 


596809 


1995 C24 ez43 256453 


F 

X 


M00054895RA08 


T 102-OolotiMptT ivpr 

VJ V_/X, V^VJIUXXLVXWIJL/I V Wl 


3725 


495365 


1995 N24 cz43 256464 


F 


M00054921CG06 


T J02-0olonMetl iver 

U ^ V/lwXXL VX w ULj 1 Vwl 


3726 


447639 


1995 024 ez43 256465 


p 


M00054923 A -H02 

1V1UUUJT7AJA. 1 XV/ Z» 


TI02-0olonlV/rptr ivpr 

VJVs£* V/VJlUXllVXwLXwlVwl 


3727 


418512 


1996K02ez43 256517 


F 


M00054938AB08 


UC2-0olonMelT J iver 

UvA V/VVXVXXLVXwlX_fX Vwl 


3728 


559728 


1996A04ez43 256539 


F 


M00054925BB01 


UC2-CnlonMeiLiver 

VJ v>« a> V/V71 wXlX TXW lijl V Wl 


3729 


67060 


1996 P05 ffz43 256570 


F 


M00054942CB04 


1102-OolonMetl iver 

VJ V>V71U1X1VXW tX_/l V wl 


3730 


549171 


1996 E06 ez43 256575 


F 


M00054931CF10 


UC2-0olonMetLiver 

VJ V> A> V> \J X \Jl XL VXW UL_/1 V W A 


3731 


562550 


1996 006 ez43 256585 


F 


M00054941CG04 


UC2-0olonMetI.iver 

W V> v^VJlwXXiVXwiX^l V Wl 


3732 


552566 


1996.M08.gz43_256615 


F 


M00054939D:E03 


UC2^1onMetLiver 


3733 


473512 


1996.B13.gz43_256684 


F 


M00054927C.C03 


UC2-ColoriMetLiver 


3734 


553535 


1996.N16.gz43_256744 


F 


M00054940D:E06 


UC2-ColonMetLiver ! 


3735 


555739 


1996J18.gz43_256771 


F 


M00054936B:GO2 


UC2<bloiiMetLiver 


3736 


873 


1996.N18.gz43i256776 


F 


M00054941A:A08 


UC2-ColonMetLiver 


3737 


549805 


1996.119.gz43_256787 


F 


M00054936C:B08 


UC2-ColonMwtLiver 


3738 


550782 


1996.B20.gz43 256796 


F 


M00054928A:C11 


UC2<blonMwtLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTEF 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


373Q 


569106 


1QQ6F70O743 756800 


p 


M00054Q33R- P09 

1V1U UU3 H y 3 3 D . \-/UZ 


U V^Z.-V/UIUXXlVXCLLfl VCI 


3740 

3 l *TVJ 


481 166 


1QQ6P70&743 756810 


P 


M00054043A-H1 1 

1Y1UUU3*t^'t3/\.Jj.1 1 


U v^UXUXXIVX v UU1 V CI 


3741 


447585 


1QQ6T91 0743 75681Q 


F 

JT 


M00054036rfr03 

IVIU VJU3 *t 73 OV^ . VJU3 


TTP9-Pn1nnMptT ivpr 


3749 


561X78 

J UIO I o 


7005 1C03 »743 95691 Q 


P 

1 ; 


M00054054 A*F1 9 


TTP9-Pn1nnMptT ivpr ! 

U \-/Z~ V/UiUiliVXCLlwl VC1 


3 / *TJ 


554833 


7005 P07 <T743 756075 

ZUU3.V^U / .gZT-3 iJO"/J 


r 


M00054Q45"R-nOO 

lVlUUU3H■i' ^ +3JJ.^JU5' 


T TP9-Pn1nnA/fptT iv^r 
U V^Z**\^rUiUIIiYXCLl^l VCX 


3744 


176 


7005 T08 ar43 956QQ8 
ZUU3 . J UO ,gZ*T3 Anjyjyyo 


V 
r 


]\yf00054059FiA 1 1 

lVlUUU3'+y3ZlJ'./\l 1 


T TP9-Pr»1rknlV/r<*f-T ivpr 

\J ^r^*"V>UIUXXiYXCLlwl VCX 


3745 

3 /*+3 


406870 


7005 T10 ot43 757070 

ZUU3.11U.gZ 4 r3 Z3 l\)Ly 


p 


M00054057 A ♦FU 7 

lvlUUU3Hy3Z/\.lJ 1 Z 


TTP9-Po1rinTVjfi*tT ivpr 
U V^Z- v^UlUIXXVXCUUI VCX 


3746 


555576 
J333Z0 


7005 T19 »t4.3 757069 
ZUU3.J lZ.gZ*r3_Z3 /UOZ 


p 
r 


A>T00054Q53Rn07 
lVlUUU3*r2733iJ.lJ'U / 


T TP9-Pri1mi'MptI ix/f»r 
U \^Z~^UlUXlXYXCIlwXVCX 


3747 


567053 
30ZL/33 


7005 A 14 <rr43 757085 

ZUU3 ,/r I *t.gZ*r 3 Z3 /Uo3 


p 


M00054043DP1 9 
iviuuu3*Ty*T3iy.i7 iz 


TTP9-Pn1nn7\jfr*f"T it/*»r 
WV^Z~^UiUXXlYXCtl-(XVCX 


19 4ft 
3 /*fo 


450594 


7006 R07 »t43 957978 
ZUUO.lJUZ.gZHO Z3 / Z / O 


p 


M000 54061 r*T407 
iviuuu3 < Ti/o i^/.riu / 


T TP 9 „Pr*1 rmlV/fWT iT/iar 
U V^Z^^OIOIlXYlCtljlVCX 


19 40 


557780 
33 / /OU 


9006 P09 rrr41 957909 
ZUUO.XTUZ .gZH j_Zj /Z5/Z 


P 


M00054Q74P- A 04 
IVlUUUJHi/ /HV/./YUH 


T TP9_Pr»lrmA/fWT fi«*r 
U V^Z~v>010IUYlOlJL#I VOX 


1750 

3 /JU 


4567Q5 


7006 A 01 rr-7-41 957901 
Zl/l/O.Al/3 .gZ t r3_Z3 / Z^3 


p 


M00054060P*r03 

iVlUVJU3 i tyOUl^. ^U3 


TTP9-Pr»1nnM'ptT ivpr 
iJ v^Z - vAIXUXXXYXC Uwl VCX 


3751 
3/31 


556054 


7006 F01 0741 957707 

ZUUO.X}U3.gZH , 3_Z3 /Z7/ 


P 


A/10005 4064 A -F00 
IY1UUU3 1 ^ u*t a. r \jy 


TTP9-.Pn1nnMptT ivpr 

VJ V^Z"V>U1U1X1YXCIJ-»1 VCX 


3757 
3 /3Z 


553091 


9006 HOI »-741 957900 
ZUUO.VJU3 ,gZ*r3_Z3 / ^77 


p 


M00054066AP1 1 


TTP7-PnlAnA/ff*tT ivpr 

VJ V^Z" V/U1VJIXIVXCIXj1 VCX 


3753 
3 / 33 


404306 


7006H03O743 757300 

ZVJVJD.XJ.VJ 3 . gZ*r 3^Z3 / 3VJVJ 


p 

JT 


M00054066DH1 9 


TTP9-Pn1nnMptT ivpr 

VJ V^^~V^U1vXUV1CIXjX V CI 


1754 
3 /jH 


908778 

ZUOZ /O 


9006 T03 ctt43 957101 

ZUVJO.lVJ3.gZH3 Z3/3U1 


P 


M00054Q67TVF08 


TTP9-Pn1nnMp+T ivpr 


3755 
3 / JJ 


504400 


9006 T 01 cr-743 957304 

ZUUO.X-»U3.gZH3 Z3/3U*r 


P 


M00054070rr n 08 


T TP 9 _Pn1 nnTVTptT ivpr 


3756 

3 / JO 


456703 

H-30ZU3 


7006 H05 trr43 957337 

ZUvU.OU3.gZ'r3 &*J/JJZ> 


P 
J? 


M00054067AD1 1 


TTP9-Pn1r»TiMptT ivpr 

VJ V^A> UlUliiVXw l±Jl V wl 


3757 
3 / 3 / 


5QQ019 
3J77U1Z 


7006 P06 0^43 957343 
ZUUO.V-/UO.gZ*r3 Z3 /3*r3 


P 


A/T00054067r*r>07 

1V1U U U3 •r7Ui V/ . IV UZ 


TTP9-Pr»lnnMptT ivpr 

VJV^Z "v^UIUIUVXOlX-fXVCI 


175ft 

3 / JO 


5551Q4 

33 JJ7T 


9006 H06 o-t43 957344 
ZUUO.U'UO.gZT'3 Z3 / 3*r*t 


p 


TV/T00054063P-P08 

iVXUUU3*ry03 l^f. V-'UO 


TTP7-Prt1nnA/fpfT ivpr 

U V/Z "VAlIUIlXVXCllvX VCI 


175Q 


501171 
35/31 /3 


9006 H06 ctt43 957347 
ZUUO.VJUO.gZ < f3__Z3 / 3*+/ 


p 
r 


lvf 000 54066 A 'TIOO 

1V1U UU3 UU/V. 1/ U y 


TTP7-Pn1nnl\/rptT ivpr 
U \-/Z" V>U1UXIIVXCLL#X VCX 


1760 


5Q9Q41 


9006 T06 ffrAI 957140 
ZUU0.1U0.gZ*r3 Z3/3*f7 


p 


M00054068AP1 1 

1V1UUU3t , 5'O0/V. v> 1 1 


TTP9-Pn1nTiTv^ptT ivpr 
U l^Z ~ V^UIUIXLVXC IXwl VCI 


1761 
0 /OA 


554170 
3 343 /" 


9006 If 06 ryy41 957151 
ZUU0.rv.UO.gZ*r3 £DijJL 


p 


M 0005 4Q6Q l"i •T"i04 
iviuuu3 t7U yu .xjuh 


TTP9-Pn1nnMpfT ivpr 

VJ V/Z " V-/U1UIUVXC LXwX VCI 


1769 
3 /OZ 


555101 
333 1U3 


7006 O06 n-741 957155 
ZUUO.vJUO.gZH j_Zj ID 33 


p 
r 


M00054073 T3* A 1 0 
1V1UU U3 *ry / 3 -D . A 1 U 


TTP9-Po1r*tiAApfT ivpr 
VJ V^Z V_/U1UI11V1C LX-il V CI 


1761 
3 /03 


556191 
33Q1Z3 


7006 T08 <ry41 757389 
ZUUO. JUO.gZ t t3 Z3 /3oZ 


p 
r 


M00054060 A F05 

iVlUUU3*TyU7r\.XvU3 


TTP9-Po1nnMptT ivpr 

U v^Z. - vA/IUXLLVXC UL»1 V CI 


1764 
3 /0*f 


557491 
33 /HZ I 


9006 R00 cr-y41 957100 
ZUU0.X3uy.gZ'r3_Z3 /3?U 




M00054061 TYR08 

1V1U UU 3 *t 7 0 1 L/,uv O 


T TP9 -PnlnnA/lpf T ivpr 

U V^Z " V/UIUXUVXCliuX VCI j 


1765 
3 /03 


450019 


7006 IffiQ rr»»41 95710Q 
ZUU0.IVUy.gZ*f3__Z3 / J77 


P 
r 


M00054Q6QTYfr1 1 
iVIUUUj'tVOS'XJ'.vJl 1 


TTP9_Pri1r*nlUTptT ix/pr 
U V^Z-V^OlOlUVlClXwlVcr 


3 /OO 


551704 

333ZU*f 


9006 FIO rv-741 75740Q 
ZUU0.JllU.gZ*t3^Z3 !*+\)y 


r 


1^00054064^-1307 
lVIUUU3 £ ti/04-^.15U / 


TTP9_PnTnnlv/rptT ivpr 
U x^ZH^OlOIUVlCU-iIVCX 


1767 
3/0/ 


5561 96 
33OJ.Z0 


7006 Ci'\ O ctvAl 957411 
ZUU0.VJlU.gZ £ f3_Z3 /Hi 1 


r 


K/1000 54066 A -f^07 
1V1U UU3 tfyOO A. vJUZ 


T TP9-Pr»lr\TiA/f^+T «rpr 
U V_/Z ~vA>IUIXLVXCL1j1VCI 


176ft 
3 /Oo 


554704 


7006 1V/M 1 fY-r41 957411 
ZUU0.1V11 LgZHj^ZD /H-33 


p 
r 


TMOOO 54071 P-P1 1 


TTP9_Pr*1r\«'!V4'<*fT ii/<»r 

u i^z -VwOioiiivxcLi^iver 


1760 


556559 


9006 P1 1 rr-741 957416 
ZUuO.Jr 1 1 .gZH 3__Z3 /430 


p 


1U00054074H-P1 1 


TTP9_Pr»1r»n"M"pfT tvpf 
U Z " V^UIUIUYXC LLrl V CI 


1770 
3 / /U 


554594 
33H3Z*f 


7006 7 <rr43 757450 
ZUU0.1N !Z.gZ*f3_Z3 /f3U 


p 
r 


\f00054Q79i3F06 

IV1UUU3*t7 /^D.£fUO 


TTP9-PnlnnM'ptT ivpr 

U \^Z.~vAJlVJlliVlClX_rl V CI 


1771 
3 / / 1 


550047 


7006P17rr^41 757457 
ZUU0.jrlZ.gZ*f3_Z3 /H3Z 


p 


1V/100054075 A -P08 
lVlUUU3 i fy /J/A.V^UO 


TTP'9-PnlftTiTV/fptT ivpr 
U V> Z ~\_/UlUIliYlC ll-il V Cl 


1777 
3 / /Z 


554165 


7006 P1 5 fr-?41 957500 
ZUUO.jT J.3.gZ*t3__Z3 /3UU 


p 


1^00054075^^06 
1V1UUU3H7 /3X3.X5VJO 


TTP9-Pr»lnnA/rptT ivpr 
U V^Z-v^lOIUVlCUblVCI 


1771 
3 / /3 


556740 


7006 A 1 7 rr-7-41 957517 
ZUUO.AI / .gZ £ f3^Z3 fJl / 


p 
r 


A/T0005406 1 R-D07 


TTP9-Pn1nnMpTT ivpt 

%J v^"V_^JIUmVIC LX-»I VCI 


3774 


531145 


2006C17kz43 257519 


F 


M00054963A:C12 


UC2<bloxxMctLiver 


3775 


557883 


2006.F18.gz43_257538 


F 


M00054965C:C04 


UC2-Q)loixIvIetLiver 


3776 


470386 


2006.K18.gz43_257543 


F 


M00054970A.G03 


UC2-ColonMetLiver 


3777 


596152 


2006.M18.gz43_257545 


J F 


M00054971C:H06 


UC2-ColonMetLiver 


3778 


556552 


2O06.J19.gz43_257558 


F 


M00054969B:F12 


UC2-ColonMetLiver 


3779 


560696 


2006.C20.gz43_257567 


F 


M00054963A.E02 


, UC2-ColoiiMetLiver 


3780 


218113 


2006.K20.gz43_257575 


F 


M00054970B:B02 


UC2<k)lonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTEB 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


7791 


55755Q 
J J l JJy 


Z.\J\3\j .g&rj l,J 1 J IS} 


F 
r 


M00054071 A-D04 


TTP9-PnlftnM<*tT ivpr 


^789 


1?Q71 5 




p 


M000S4069 A *H07 


TTP9-Pn1nnMf*tT ivpr 




S53976 


9006 P99 <T743 7S7S99 




M00054963 A-Gl 7 




3784 

J / OH- 


561 QR4 


7006 TY)0 a-7/17 7 57600 

ZUUO.JL/ZZ.gZ'r.j £*J /Uvv 


F 


M00054064 A -R00 


TTP7-PnlnnMp-tT ivpr 


3785 


407079 


9006 1^99 a-743 757603 
ZUUO.VJZZ.gZ'TO__ZJ /Uuj 


r 


M000 54 066D • PO 5 


T TPO -Pr»lrvn A/Tp+T iv*»r 
LJ ^Z,"*V^UlUlJULVlCLXjlVCr 


3786 




7006 T77 CT747' 957606 


r 


M00054060P -nO0 


TTP9-Pr»lnnMp+T ivpr 


3787 

J to 1 


553983 

JJJ70J 


9006 "M99 <r743 757610 


F 


M00054077F) • A 1 0 


TTP9-Pnlnn1tf<afT twr 


o 1 oo 


54Q57Q 


7006 P77 ct-7/17 957619 
zuuo.Jrzz.gz t tJ_zj /oiz 


r 


A/T00054075P-D0R 


TTP7-Pn1r»« - M'p«*-T ivpr 

U\^z-v>uiumviciJ-'ivcr 


7780 

J /07 


5551 35 


7006 "R93 r*-y47 757614 
ZUUO.I3Zj.gZ £ f-5_ZJ /OlH- 


T7 

r 


M00054Q67R- A 07 
lVlUUUJH > yOZ15.i\.U / 


U \^Z-L*010IUViCLLflVcr 


7700 
j /yu 


471757 
*r / 1Z3 / 


7H06 P77 rr-y47 757615 
ZUUO.'OZ3.gZ*K5_Z3 /OlJ 


r 


A4"00054Q67 A *W04 
1V1UU U J*fy O 3 A . flUH 


T TP9-Prt1rMiA4'#»tT -itff>f 
U v^Z-l^010IUVlcULflVcr 


7701 

D /yL 


557090 
J J /UoU 


7006 T97 rr-y47 957699 
ZUUO.JZ3.gZ*rJ__ZJ /OZZ 




7^00054060/^-7-705 
lviuuujHyoyi^.xjiuj 


T rP7-Pr4trmA/fWT iW 
U V^Z'^OlOIUVLcLLrlVcr 


77G9 
.3 /yz 


554647 


7006 1V/I97 <w47 757695 
ZUUO.iVlZJ.gZ*i , j__ZJ /OZj 


F 


M00054Q7 1 T% F04 

iviuuuj*ty / iiArU'f 


TTP7.Pr»1nnA/fH-T ivAt* 
UL/Z-\^010DiVlCLl-#lVcr | 


3 /y.5 


5597H7 


7007 A 01 ft-y47 957645 
ZUU / .AU 1 .gZ*f «3_Z J / 0*f D 


F 
r 


Ayf0005 407 5 P -P09 

iviuuuj'fy / j^.huz 


TTP7_P/\1/\ri\i"**fI txrp>r 

u ^z-\^oioiuviciijivcr 


7 70 4 


557470 


9007 1V/107 (y<*47 957677 
ZUU / .IVlUZ.gZ^f J_Zj 10/ J 


F 


M000540Q7TYF04 

iviuuuj'f yy ju.r u*+ 


T TP7-Pn1nn\f<atT iTrf>r 
U ^Z"V^OlUlliVlClJ-flVCr 


7705 

j /yj 


497500 


7007 A 07 n-T47 957677 
ZUU/.AUj.gZ £ tJ_Zj /Of/ 


F 


M00054Q7 5 P ♦ f~W16 
iviuuujHy / j v^.vjuo 


T TP9-P/-k1n«'MWT it^i- 

u v^z~^uionivicij^ivcr 


7706 
J fyO 


471 977 

H / iOZ / 


9007 T07 rt-r47 957696 
ZUU / .JUj.gZ*fj Z J /ooo 


F 


M00054090R-P1 1 
iviuuujf yoyij.v^i 1 


TrP9-Pr»lnnlU"pfT ivpr 


7707 
J fy / 


55£9/1 1 


7O07 1T07 <yy47 957697 
ZUU / . JVU J .gZH- D Z J / Do / 


F 


M00054QQ1R»F1 1 
ivi.uuuj*Tys7 iMJ.Etx 1 


TTP9-Pn1ntilV/fptT ivpr 

u v^Z"^uiuiuvicLJ-f 1 vcr 


770ft 
d iyo 


507Q57 


7007 T 07 <tt47 957699 
ZUU / .JL»U3.gZ*tJ_ZJ /Ooo 


F 


A/T00054007n-Pl 9 
iviuuu j'fy yzjL/ . iz 


TTP9.-Pn1rmlV4WT ivpr 


7700 


5567AR 
J jO / Do 


7007 P04 ff«?47 757605 
ZUU / .'OUH'.gZ'f j_ZJ / oy J 


F 
r 


M00054079P-F07 


TTP7-PnlrmTV/rH-T ivpr 

u v^z~ v^oiuiiivicii-fivcr 




1 

1 /U*f jU 


7007 1704 rr«y47 757609 

zuu / ,rU4.gZHJ_zj /oyo 


F 
r 


1V4"0 OO 5409 7 P « F05 

iviuuuj*f yo j v^.r uj 


T TP9_P/\Tri'n\>f#atT i\M*r 

u ^z-\^oxonivicujivcr 


7901 


555507 


7007 T04 *»t47 957701 
ZUU / ,lU*f ,gZ*frJ_ZJ / /Ul 


F 


M00054097R"TI06 


TTP9-Pn1nnM"ptT ivf*r 


7907 
OoUZ 


jjoo jy 


9007 T04 ^47 957709 
ZUU/.JUH- ,gZ*f J_ZJ / /UZ 


F 
r 


M00054QR0R »F04 
iviuuu j*ty oyo .xiu^ 


TTP9-PnlnnlV4'p+T ix/Pr 

u i^Z'V^oioiiivicxJL/ivcr 


7907 


551067 

j j iyo / 


7007 A 05 <y^47 957700 

zuu / .AU3.gz*f j_zj / /uy 


F 


M00054076A-A07 


TTP9-Pn1nniyrptT ivpr 

U\^Zr-VyUlUILLVlCLL#lVCr 


7904 


550R14 


7007 T05 rt-r47 957717 
ZUU / .lUj.gZ*IJ__Zj / / 1 / 


F 
r 


M00054Q87R*(t05 

lvlUUUJH-yo /D.VJUJ 


TTP9-Pr»lrmA/TptT ivpr 


7805 


557R1 1 


7007 T 05 cr-r47 957790 


F 


M00054009D F06 


TTP9-Pnlnn\fptT ivpr 


7906 


550590 


7007 T06 o-747 757774 
ZUU / .J UO.gZ*f 3_Z J / / OH- 


F 


M000540R0P-P1 9 
ivtu u u j ** y 0 y . 1 z, 


TTP9-PnlnnMptT ivpr 


7907 


554764 


7 007 >J0 6 «tt47 7 5 777 9 

ZUU / .lNUU,gZ t rJ__ZJ / / Do 


F 


M00054005RfM 9 


TTP9-Pn1nnMpfT ivpr 


7909 


55470*; 
JOHDyJ 


7O07 P06 *yt47 757740 
ZUU / .Jr U0.gZ4.J__Z D / f^KJ 


F 
r 


M00054Q07TIP01 

lYiuuujHyy /iJ'.iZrUi 


U\^Z~v>01UIliVi.CLLilVCr 


7 9 AO 


555670 


7HH7 W07 /r«r47 757749 
ZUU / .xlU / ,gZ*f J_Z J / /*ro 


F 


1VT00054096P •Ti07 
lVlUUUJ*ryoO.D..LJU / 


T TP9_PAIrmA/FpfT ix/pr 
Uv^z-v^uioiuvicuuivcr 


79 1 0 




7fl07 T7H9 *yt47 757761 
ZUU/.Xl#Uo.gZ*fJ__Zj / /Oi 


F 
r 


A/TO0O54O9 1 Ti-P06 

iviuuuj £ fyo iu.v^uo 


TTP7_Pr»1r*r»lV>fptT ivpr 

u v^z "V^ioiuvicujivcr 


791 1 
JO 11 


4544A7 


7007 T09 r*-y47 757765 
ZUU / .lUo.gZ*k>__Z D / / OJ 


F 
r 


M00054Q97P- A 1 1 

iviuuu j*fyo /i/.Ai 1 


TTP7-Prklr\n7V^pfT tx/pr 

u v^Z"V^oxoiiivieiJLiivcr 


79 1 0 


4544£7 


7AA7 Vfl9 c»t47 7577^7 
ZUU / .JvUo.gZH-a ZD / 10 / 


F 

r 


lVyTOOO 5400 1 P -P0 1 
IVIUUU j^yy l\s.EA) 1 


TTP7_Prtlr»rilV/fpfT ivpr 

u i^z-v^oioiuviciXfivcr 


7917 


JOZ/DU 


7HH7 rf^OO rr-747 957775 
ZUU/.^Uy.gZH-J_Zj / / / J 


F 


1UIOOO 54078TV14'0Q 

iviuuuj'fy / oi/.nuy 


TTP9-P/^1r»TiA/fptT ivpr 
U V_/Z--VXJ10IUV1CLL»1 VCI 


7 9 1 A 


30UODZ 


OAA7 T700 cr-yAI 957779 

zuu/.ruy.gZHj_zj / / / o 


F 


M"Onn54097Ti-n05 
IVIUUU JHy 0 JL/.X/U D 


TTP9-PnlnnAifpfT ix/pr 
ULZ ~V^UlOIUVlCLJL/l VCi 


1Q 1 ^ 
OOIJ 


55761 5 


TAO fv»47 757791 

zuu / .luy.gz^rj zj / / 0 1 


F 
r 


A>rnnn54097P*P 1 9 

ivlUUU34y 0 /U.D1Z 


TTP7-Prk1rtnlV/fAtT i\/pr 
U \^Z"A^10IUVIcXJ-rlVCr 


3816 


555512 


2007F10ez43 257794 


F 


M00054984AA05 


UC2-ColonMetLiver 


3817 


556598 


2007.110.gz43_257797 


F 


M00054987C:G04 


UC2-ColonMetLiver 


3818 


552188 


2007.J10.gz43_257798 


F 


M00054990A:F10 


I UC2-ColonMetLiver 


3819 


558670 


2007.All.gz43_257805 


F 


M00054976C:A03 


UC2-0)lonMetLiver 


3820 


452682 


2007.Mll.gz43_257817 


F 


M00054994B:D11 


UC2^1onMetLiver 


3821 


553915 


2007.Pll.gz43_257820 


F 


M00055000A:H10 


UC2-ColonMetLiver 


3822 


550886 


. 2007.C12.gz43_257823 


F 


M00054979A:H10 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


0RIE 
NT 


CLONE ID 


LIBRARY 


3823 


5537X7 

JJJ (Of 


9007 HI 9 0743 957898 


J7 


A/T000540R6r , *nOR 
1V1UUU j *\ y 0 OV^ . \J U 0 


TTP9-Pr»1rtnlUr#«fT iir&r- 
U ^Z"V>O10IllVlClJLylV6r 


3824 


475674 

*T / JUZ,t 


7007T12o743 757890 

<bvU / .A 1.4».gZ.*t J Z.J / OZ.7 


F 
r 


M00054QR7TYTi0 1 
IVlUUUJT-yO / U.UKJ 1 


TTP9-Pn1nnlV4'ptT i\«»r 
1./Z- vAllUiuVlCLJLflVcr 


3825 


554719 


9007O12fyz43 757835 

ZtUU # . V/ 1 i.gATJ ArJ # OJ J 


F 


M000540Q7A-P0? 

1V1UUU J*f77 / n,V/UZ 


T TP 9 -Pol nn iv*»r 
uv^z-^oioiuviciJL/iver 


3826 


555883 

J J JOO J 


9007 P12 P743 757836 

^UU / ,1 l£,g£iTJ Z.J/OJU 


Jr 


M00055000R-R04 

1VAUUVJ J J UUUJJ . JJ U*r 


TTP9-Pn1nn"MWT iv*»r 


3827 


458957 


9007R13ay43 957838 

iUU / . JJ 1 J .g^** J^jC J 1 OJ O 


V 
r 


^000540771^* A 00 
lvlUUUj*t7 / /L.Al/7 


TTP9-Pr*1rmlUTptT it/pt 


3828 


555197 

J J J A 7 / 


9007 D13 0743 957840 


17 


A/r00054080n-W07 


TTP9-Pr»1riTilVrf*f'T ivi»r 


3899 


553739 

J J J / JZ> 


9007 PI 3 0743 957859 

/ .r A J .gZrt J Z> J # O JZ> 


F 


M00055n00RF09 

IVIUUUJ JUUUJO.JTUZ 


T TP 9 -Prtl r\n TVf PtT tiror 


JOJU 


556416 


9007R14o743 957854 


F 
r 


M00054Q77r*PnR 
lvlUUUJ*t7/ / v^.jjUo 


u L/Z-\^ioiJiviciiviver 


3831 

JO J J, 


501056 


7007 B15 0743 757870 


F 


M00054077r*DOR 


TTP9-Pn1nnlUf<*l-T i-irpr 
U v^Z-V^OlUiliYlCU-fiVCr 


383? 


559437 

J JZtj / 


9007 T715 0743 757R73 

ZUU / .DiJ.gZtJ / Of J 


F 


lVyf00054QR9r*- AH9 
IVIU UU j *t y oZ v> «AUZ 


TTP7_P^1rmlV4"i»fT ixTXi-r 

u z -\^oioiiivicl1j1 ver 


3833 

JOJJ 


555658 

JJJUJO 


9007 T 1 5 0743 957880 

AuU / .Awl J .gZ*TJ iJ/OOU 


F 


M00054003RTT06 

IVIUUU JH77JJD.Xj.UO 


TTP9_Pn1nr»1V>fp«fT nre*r 


3834 


476739 


9007 H15 ot43 957883 

ZUU 1 . \J I J.gZtJ ZJ / OO J 


F 


A/T00054007A*ri1 1 
1V1UUUj 4 I'77 /A.UI 1 


TTP9-Pr*1nn1V^<afT iiror 

u i>Z"n^ioiiivieujiver 


3835 


556600 
JJ007U 1 


9007 R16 o-743 957886 


F 


M00054Q77r-ni9 
iVlUUUJ^fy/ /^.JL/iZ 


TTP?-Prt1nriN/f*afI nror 

u i>z "i^oxoiuvieii^ivcr 


3836 

JO JU 


557615 

J J /UlJ 


9007 W1 6 »«743 757RQ? 
zuu / .n.io.gzH'j zj /07Z 


F 


iurnnn54QR6Ti*'ni 1 

1V1UUUjH'700j-J.JL/1 I 


u i^zH^oiomviciXfiver 


3837 

JO J 1 


543490 


9007 Ol 7 0743 957007 

ZUU / .vJl / ,gZ*tJ ZJ /7U / 


F 


iurnnn540R5r , -Ri 7 

1V1UUU J*t70 JV^ k JD 1Z 


TTP9_P/-i1r»TllV^f*tT it rOT 


3838 

JOJO 


554703 


9007 IT1 7 cr^43 757Q0R 
zuu / .n. 1 / ,gz*f j z j / 7U0 


F 
r 


Turnnn540R6n-F/i3 

lVlUUUJ*f 7oOJL/.JtlUj 


TTP9_P^1r»rilV>r#*tT it^r* 

u oz-i^oiOiuvieiJLri ver 


3R3Q 


5563Q6 


7H07 T17 rr^43 957000 
ZUU / .11 / ,gZ*f j^_Zj /7U7 


F 
r 


lvyrnnn 54QR r r 1 «por 

1V1UUU J H 7 O O ^ . JD U O 


TTP9-P/^1r*rilV^f*+T \-\ic±T 

u L/Z-\^ioinviciXfiver 


3 R40 
jo*fU 


5569RR 


9ftfi7 T17 <y*43 95701 fi 
ZUU/.J 1 / .gZ^j_Zj /7IU 


F 
r 


tiAf\f)f\ 5400AP ' A fiR 
ivlUUUj*f77UCAUo 


TTP9_P/>l/w»T\>f<*i-T tT»f 


3R41 
joH- 1 


557H55 


9nn7T17rt-»4^ 957017 

zuu/.j-ri / .gz*f j__zj /7iz 


F 

r 


\>rnnn540Q'3P*r , i n 

IV1UUUj477jU.v>1U 


u v^z-i^oioiwicixiver 


3 ft/19 
JO^Z 


540516 


9flfi7 P7 7 rrr43 9570 16 
ZUU/.irl / .gZ*f j_Zj /7IO 


F 
r 


\/f nnn5 5 nnn p • par 
iviuuu j j uu u u . r Uo 


u uz-^oiomvieUjiver 


TR43 
jo** j 


561 119 
jOI 1 1Z 


9HH7 "R1R rr«74^ 75701 R 
ZUU / . jj 1 0 ,gZ*r j Z j / 7 1 0 


F • 
r 


mrnnn54077P • T?no 
iviuuuj*f7 / /u.ruy 


TTP9 P ^1 r\n \/To+T «wr 

u i^Z"^oioiJiviciJL»iver 


3844 


557054 


7fifi7 P1R nvAl 757Q1Q 

zuu / .^io.gz < tj zj / y 17 


F 
r 


iv/rnnn 5 4 070n • n 1 ? 

lVlUUUj*t7 /7JD.VJIZ 


TTP7 Pr»lr»nlV/1WT iiror 

u ^z-i^oioiuvicix»iver 


3R45 




9fMi7 T"i1 R rr»y43 9 5709 ft 

zuu / . u 1 0 ,gz*f j_z j / yzu 


17 
r 


\>fnnn540RiR-pno 

iVLUUUj^f 70 1I3.JDU7 


TTP9_P«1/\r»\yT<afT iiro^ 


7R46 


5QR5RQ 

J70J07 


70A7 rS-1 R 0^43 757093 
ZUU / .VJlo.gZ £ fj_Zj /7Zj 


F 
r 


\>f nnn540R 5P -Tin4 

1V1UUU J*f 70 J \s . JJUH 


TTP9 P*\1/vnl\4V*tT «r*»r 

u ^z-\^oioiiiVicxjL/iver 


3R47 

JO*T / 


550fl06 

JJ7V7D 


90O7 n 1 R cr-743 95703 1 
ZUU/.vllo.gZ^j_Zj / 7j1 


F 
r 


iurnno54Q07P'Fi n 
iviuuuj'H'7 /jD.r iu 


TTP?-Prt1rt«1V/rpfT if rf» r 

u i^z-^oioiuvieu-iiver 


3848 


556750 

JJ0/J7 


9007T10o-743 957041 
ZUU / .ll7.gZH- J ZJ /y*Ti 


F 
r 


M0005408RPO0? 
1V1U UU J *+7 0 O .VJUZ 


TTP?-Prk1rt«"IUTA*T iir^r 

Uv^z-v^ionJVieiXfivcr 


384Q 


555977 


7 0 07 K 1 0 0743 9 57043 

^vU / .J\.A7.gZ*+J ZJ ly^D 


F 


M00054009AP08 

1V1U U U J *+7 7ZrV. \-/U O 


TTP?-PnlAtiluri*tT ivf»r 
»JV^Z~^U1UIUV1CLJLj1VCI ( 


3850 

JOJU 


551604 

J J 1U7T 


9007 R90 CT743 957050 


F 


M00054077FJ -1306 

1V1UUUJ*t7 / / J-/.XJUU 


TTP9-Pn1rmTUWT ivpr 
U \^Z~v^U1UIUV1CLjU1 V 01 


3851 

JO J 1 


569655 


9007 F90 ot43 957Q53 
ZUU / ,J3ZU.gZ*TJ zj / yjj 


F 
r 


Mnnn54083 A *F08 
iviuuu j*t 7 0 jrv. r uo 


TTP9-Pn1ruVMV*fr i\/f»r 

u ^z-\^oioiuvicljui VCl 


385? 

JOJi 


550053 
j j7Uj j 


7007 H70 ct-743 757056 
zuu / .nzu ,gz*r j_zj /7J0 


F 


lurnn054Q87 A • A 00 

1V1UUU J^TO /A.AU7 


TTP7-Prt1r»rilUTp+T iif*»r 


3853 

JOJJ 


556986 


9007 T90 ot43 957058 

Z.UU / .JZrU.gZ'rJ ZJ/7JO 


F 


Mnno5400on • a 06 

1V1UUU«J't77 u J-/ ./\UU 


TTP9-.pAlrmlUTi*fT ivf>r 


3854 


551708 


9007 K90 a743 957050 
^uy / .Jvzu,gz*TJ_zj /yjy 


F 


M00054009A*Ti1 1 

IVIUUU j c t77Z/\.JL/ 1 1 


TTP9-Pr»1nnMrt'T iv*»r 
V/Z"V^UIUlUVlCLJLrl VCf 


3855 

JOJJ 


5409 1 4 


9007 1NJ90 »t43 957069 
zuu / .rNzu.gz*rj_z j / 7uz 


F 
r 


Mnno54006A -"ni 0 

IVIUUU j l-yyOA.JLy 1 U 


TTP9-.Pn1nn'M'AtT it«»r 


3856 
jojo 


467903 


9007 F>91 0-^43 757068 

^uU / .UZ. 1 ,gZ*r J Z J / 7OO 


F 


lUTnfi0540R 1 P-Hl 7 
iviuuu j^yo iD.niz 


TTP9-Pn1rmlUTf*tT ivpr 
U V^Z"\^lUIliVlCLJL«lVCI 


3857 

JOJ / 


503459 

JVJJt'JZ 


9007 T91 ot43 957074 

ZUU / .JZ1 .gZ*+J ^ZJ /7 /h 


F 


lurnnfi 54QQ0TI -F04 
iviuuu j*f77UJL#.r u*t 


TTP9-Pn1nnlUrptT ii/pr 
U l^Z"\-/010IixVlCLJL»lVCr 


3858 


556019 


2007.L22.gz43_257992 


F 


M00054993CG12 


UC2<k)lonMetLiver 


3859 


560748 


2007.G23.gz43_258003 


F 


M00054985D:E03 


UC2-ColoiiMetLiver 


3860 


562323 


2007.L23.gz43_258008 


F 


M00054993C:H05 


UC2-ColonMetLiver 


3861 


2284 


2007.A24.gz43_258013 


F 


M00054976D:F06 


UC2-ColonMetLiver 


3862 


481243 


2007.D24.gz43_258016 


F 


M00054981CA11 


UC2-ColonMeil.iver 


3863 


555958 


2007.N24.gz43_258026 


F 


M00054996B:C11 


UC2-Q)loiiMetLiver 


3864 


560984 


2007.O24.gz43_258027 


F 


M00054997C:H03 


UC2-ColonMeti J iver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORE 

NT 


CLONE ID 


LIBRARY 


jOOJ 


J J jyO 1 


9008N01 958044 

Z UU O . IN U 1 .gZH J_^Z J O U*t*t 


V 

r 


mooossoi fin*ro7 

1Y1U UU J jU L\jLJ.\s\J 1 


TTP9-Pn1nnluTf*tT \\re*r 


JOUU 


55A488 


9008 Pni ct*43 958046 


r 


TV/T000^^070P-R1 1 

iVlUUUJ Jul 7D .0 1 1 


uoZ"^oioiuvicujivcr 


DO\J 1 


SS3064 


9008 A 09 0*43 958047 


r 


M000S^001 AR10 

IVIUUUJ JvvlA,D 1U 


TTP9-Pn1ntiA/fAfT iT/^r 


3868 


5^9006 


9008 n09 o-r43 958050 
ZUU o . UUZ .gZ*t J_Z J 0 U j U 


r 


1VA000^^00^ A -P07 
XVI UUU j J UU J A. LU/ 


u wz-v^oioiiivicxi^j ver 


38£Q 

J«J07 


JJ7O/O 


9008 T709 o-rAI 958051 
ZUUo.HUZ.gZ' c fj__ZJoU j 1 


r 


TwTOOO ^ ^ 00fi a «rio 1 
JViUUU J J UUCWY. u u 1 


U L/Z-^OlOIUVlcU^lVcr 


3870 
JO /u 


^57308 
JJ / jUO 


9008 T09 o*43 958056 

ZUUQ.JUZ.gZtJ ZjOUjU 




"MOOO^SOI TR*T700 
iviuuuj jui iD.rvy 


TTP9-Pn1n«'M'j»ff iir£»r 

u \^z*LyOioiuvico-iivcr 


3871 

DO i X 


54Q793 

J*t7/Zj 


9008 "W09 958060 

ZUUO.rNUZ.gZHJ ZJOUOU 


r 


MOOO^SOI^H'PI 1 

1V1UUUjjU10L/,V/1 1 


TTP9-Pr»1nnAA**tT iT/#»r 
u v^z v^uiuiiivicii-»ivcr 


3879 


^40019 

j^-yyiz 


9008 R03 ot43 958064 
ZUUO.DUj .gZ*r j_Z j 6U04 


r 


IV/fOOO^ S009R T7 07 
iYXUUU J JUUZ13.X1U / 


T TP9_Pr»lrvnA/TfafT i-tror 

u ^z-^oionivicu-iiver 


3873 
JO ID 


5<1AAA 


9008 P103 «-r43 958060 

zuuo.vjuj.gz^f j^zjouoy 


v 
r 


\^000^^008P«FOQ 
iviuuu j juuo^/.r uy 


u v^z-\^oioiuviciijivcr 


3 ft 7/1 

JO / *f 


5*7940 

JJ /Z4-U 


9008 P03 o^43 958078 
ZUUo ,±\JD .gZ*t J_Z J 0U / o 


r 


A/f00fl5^0 1 QR-R1 0 
jviuuuj jui ysD .xt 1 u 


T TP9_Pr\frmA/f**tT ivor 


387^ 
DO ID 


JJ7V1 1 


9008 P04 o-tA3 958081 

ZUUO.^AfT.gZT- J_Z JOUO 1 


r 


MOOOSSOO^r-FOR 
iviuuujjuujv>'.riuo 


TTP9-Prt1nnlM>tT ivpr 


3876 
jO /O 


jjj /Ul 


9008 H04 a?A1 958089 
Zvl/O.JJV*r.gZ t rj ZJOUOZ 




MOOOS^OOS A F09 


TTP9-Pn1nnAAp+T ivi>r 


jO / 1 


5561 1 5 
J JOI 1 J 


9008 P04 o-y43 9580Q4 
Z v Uo . x U*f .gZH j_Z J OUy*r 


r 


MoonssoioP'Poi 

iviu uu j j u 1 y \s . v/ u 1 


T JP 9 _Pn1 nn lVf pd-T mpr 
U vy Z -V^UiUIliViC LLfl VCI 


3878 
Jo to 


556049 


9008 R05 o*43 9580Q6 
ZUU O . DU J .gZ*t J _Z j O U5/ O 


r 


A/T000 ^ S 009R -003 

IVIUUUJ J UUZ D , VJU J 


TTP9-Pn1nn'Mr*H-T ix/i»r 


387Q 
do /y 


558919 


9008 F0S a-743 9S8000 
ZuUoxuj .gztj z.Do\jyy 


17 

r 


M0005S006TV AOQ 

1V1U UU j J U UOD .-rvU y 


T TP 9 -Pni on A/Tp+T iwr 


3880 


554039 


9008 riO^ o«z43 9^8101 
ZUUo.VJUJ.gZ i tJ_Zjo 1U1 


F 


MOOO^^OORP'TTI 0 
jyiuuuj juuov-'.n.iu 


TTP9-Pn1nnlV/r**tT ivpr 
U V^Z V^UlUiliVlClJLil VCI 


3881 


5A8858 
J*fOOJO 


9008 T0^ avAl 9^8104 
ZUUo.JUj.gZ^j_ZJOlv £ T 


r 


MOOO^^OI 1T-P04 

IVIU U U J J U 1 1 \-/ . JCfUT- 


T TP9_Pn1nnlVrptT ivf*r 
u v>z-\-/UiunivicU-vivcr 


3889 


/C051 17 
OU j 11/ 


9008 T 0^ ctvAl 9<I810^ 
ZUUo .IwU j ,gZ*» j_Z j o 1 UO 


r 


IUT000^^014R*T708 
1V1U U U J J U l*rI5 . EAJ 0 


TTP9_PriTriTilvrf>tT ii/f»r 

ui^z-\^uiuiiiVicu-rivcr 


3883 

DOOD 


560595 
jOUjZj 


9008 TV/TO^ trrAI 9S81 07 
ZUUo.iVlUj.gZHj_ZjolU / 


17 

r 


AAOOO^^OI ^"H-POQ 

IVIUUUJ JUlJi/, 


TTP9-Pnlnn'\/ff»tT iv^r 


JOO**- 


jy/ /oU 


9008 TO£ avAl 9^81 lO 

zuuo.iuo.gz^j_zjoi iy 


■p 
r 


luTOOO^^OI 0P*P 1 0 


T TP9-P/^lnr»\/f^«fT if/jar 
U UZ -OOIOIltVlCiJ-rl Vol 


DOOD 


A1 1 1 1 3 
41111j 


9H08 "MOA ctAI 9^8194 
ZUUo.INUO.gZ'tJ^Zjo lZ*f 


p 
r 


A>f000^^017A» A 1 1 
ivlUUUj jUI 1 


T TP9_Pi^1nnTV/T#=k+T iire^r 

u v^z-T^ionivicLLfivcr 


388£ 

jooO 


5^0/C7A 
jjZ0/*f 


9008 1707^/13 9^8131 
ZUUo .XiU / .gZ*f j_Z j 5 1 d 1 


p 


K/TOOO^ 5006R «P08 
1Y1U UU J jUUOxJ . KsV 0 


TTP9-.Pn1r»n'M'otT «r*»r 

u i_/Z -i^oiuiuvicii^j vcr 


3887 

JOO / 


AG5QA9 


9008 n07 r»T43 9^8141 
ZUUo.vJU / .gZ*f j_Zjo 111 


p 


MOOO^^OI 8P*P06 
IVIUUUJ jUIOV^.^UO 


TTP9-Pn1rtnTV/TH-T iv<*r 

u i^z-i^ioiuvicxL/ivcr 


JOOO 


J*t JO I 


9H08 17H8 *vrA3 9^18148 
ZUUo .r Uo .gZ** j_Z j 5 1 *f o 


p 
r 


aaooo^ *;oo7P -no i 

IYIUUUj jUU /L^.UUl 


TTP9 PrJrvn'MWf \\rt>r 

u^z-v^oionivicTjjiver 




5/1G1G5 

j4yiyj 


9nn8 tro8 rr^AQ 9^81^0 
ZUUo.rlUo.gZ*f j_Z jo 1 jU 


p 
r 


1V/TOOO ^ ^OOOP -T?OA 

imuuu j juuy^.r uo 


u i^z-LA)ioiuvieiJ-/ivcr 


38oo 
joyu 


55A08A 


9008 T 08 cr^AI 9^81^4 
ZUU 5 .Uj 0 .gZn J_Z j 0 1 J*f 


r 


A/TOOO^^OIAP'FO^ 
1V1U UU J J U 1 *r . r U J 


TTP9-Pr»1rmlV/rAtT iv*»r 

u i^z-vA)iuiuvieii-»ivcr 


DOy 1 


j3 / 1Z1 


9008 P08 rt-y/t3 9<I81^8 
ZU Uo, lr Uo.gZH-j ZjoIjo 


T7 

r 


iutooo^o i op-r^o^ 
iviuuu j jU ly^.vjuo 


TTP9_Pr»1r*tiAA"<*tT i\ror 
U l^Z A^lOIUVlCXJ-flVCr 


38Q9 

joyz 


55A6Q3 


9008 A HQ o-y/13 9^81^0 
ZUUo .AU7 .gZ^f j_Z j 0 1 jy 


p 
r 


lV/TOOO^^OOl A«rjo^ 

IYIUUUj jUUIA.VJUj 


TTP9-Pn?nnlV/rf»fT n/*»r 
U \^Z~^OIOIlIVlCUL»lVcr 


3803 


1 j^Zj / 


9finc r*no o-tA3 9^81^1 
zu u 0 , C/U y .gz^r ^ 0 a 0 1 


p 
r 


lurO0O^O03TV17OQ 

iviuuujjUUjLi.ruy 


u ^Z-^OlcnilVleU-rlVCr 


Doytt 


jy*\yy £ + 


zuuo . xiuy .gz*f j_z jo 1 00 


p 
r 


"\>rO0O^^O0QP«P07 


u u>z-^oioiuviciX/ivcr 




jDDj/1 


90 f\Q TOO /*tA3 9<ifilA7 
ZUUo .1UV .gZ*f j_Z j 510/ 


p 
r 


TV/TOOO^OI on- A 09 
iVIUUUj jU 1UU.AUZ 


u v*z-^oioiiivicu-»iver 


joyo 


j*f /Uj / 


9009 TJIO <vtA3 9^8170 

zuuo 1 u.gz** j_zo 5 1 / y 


p 
r 


A>fO0O^^O0ftU-PO^ 
IVIU UU J J UUOO .UU J 


TTP9_Pn1r»«'M'p+T urpr 

u \sL -VA/ionivieu-»iver . 


DOy 1 


JJOJ /O 


9flnQ til O iytAQ 9^8189 
ZUUo.XllU.gZ*f j_ZDo loZ 


p 
r 


Tv/rooo^^ooon-m 9 
iviu u u j j uuy u.ij l z 


TTP9-Pr\1riTilVAf»tT ixror 

u^z~^oiomvieiJL»rvcr 


3808 
J070 


AG7086 
/UoO 


9008 "K"10 rr^Al 9^818*1 
ZUUo.JVlU.gZ'f j_Zjo 10 J 


P 
r 


M0005 ^0 1 *^P»"R07 
IVIUUUJ JUI JI5.I5U / 


T TP9_Pr\1nnTVTf>tT ivpr 


38QQ 
Doryy 


55A370 
Jj*fj /y 


9008 R1 1 crrAL 9^8109 

zuu 0. jdi 1 .gz*f j_z j 0 1 yz 


p 
r 


"M"00O^^009'n' A 07 

IVIUUUJ J UUZJL/./\U / 


TTP9-.Pn1rmlvfptT ivpr 
u^z~^uiuniv±cLi-/ivci 


3900 


451118 


2008 Lll ez43 258202 


F 


M00055014D:A11 


UC2-ColonMetLiver 


3901 


557059 


2008.Mll.gz43_258203 


F 


M00055015D:G05 


UC2-ColonMetLiver 


3902 


604179 


2008.01 l.gz43_258205 


F 


M00055018D:D01 


UC2-ColonMetLiver 


3903 


556487 


2OO8.Pll.gz43_258206 


F 


M00055019D:B02 


UC2-ColonMetLiver 


3904 


562550 


2008.B12.gz43_258208 


F 


M00055002D:E04 


UC2-ColonMetLiver 


3905 


556530 


2008.L12.gz43_258218 


F 


MO0O55015A:C08 


UC2-ColonMetLiver 


3906 


524897 


2008.O12.gz43_258221 


F 


M00055018D:E05 


UC2-(^lonMctLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 

wl i UO i A->.P 


SEONAME 


ORIE 
NT 




T TRR ARV 


jyvf 


450900 


20Uo.r 15.gZ43_z5o22o 


. 17 

• r 


MUU055U07D:D1 1 


U C2-LolonMetLiver 


J 908 


560563 


taao *+„ai tcotoa 
2008 ajI 3 .gz43_25 8229 


u 
r 


li /TAAACCAAOT\.rAC 

M00055008D :F05 


UC2-ColonMetLiver 




CCCC 1 o 

555512 


TAAO ITS sv~/f2 O^QOOI 

200o.ll3.gz43_258231 


T? 

r 


\iAAACCA1 AA.TNAO 

M00055010D:D08 


UC2-ColoiiMetLiver 


o. ai a 
3910 


1 Alii 1 Q 

143218 


2008 X 1 3 .gz43 25 8234 


r 


IkVTAAACCAl X* A .T' A A 

M00055015A:E04 


UC2-ColonMetLiver 


391 i 


CC/Tj£1 £ 

556616 


2008.JN13.gz43_258236 


r 


AVTAAACCA1 T^./^»1 T 

M00055017C:C12 


UC2-ColonMetLiver 


QA1 O 

3912 


CCTiCI T. 

552613 


OAAO A 1 A rw—AI TCOTOA 

2008 .A14.gz43_25 8239 


r 


XiTAAACf AA 1 TO . T_T A C 

M0005500 lB:rI05 


UC2-CoIonMetLiver 


ooi t. 
3913 


CCC/CCQ 

555658 


TAAOTI/f icoi>n 

2008.114.gz43_258247 


F 


Ti JfAAACCAl Arv.PAO 

M00055010D:E08 


UC2-ColonMetLiver 


3914 


c i a i o 

516018 


2008. K14.gz43_25 8249 


F 


H/Artrtf TTA1 

MO0055O13B:H01 


TT/™*0 /™t 1 X JT i.T ' 

UC2-ColonMetLiver 


o ai c 
3915 


/Lf\A OCA 

604859 


TAAO \A~1 A Ai irOIC 1 

2008.M14.gz43_25825 1 


F 


TkvfAAACCAl £ A - T""A A 

M00055016A:E04 


UC2-ColonMetLwer 


OAl £ 

3916 


CCO A£T 

55396/ 


TAAO A 1 C ~~/10 TCOTCC 

200 8 . A 1 5 ,gz43_25 825 5 


F 


HiTAAACCAAl A. All 

M00055001C:A1 1 


UC2-ColonMetLiver 


3917 


£AAAO 1 

600021 


TAAQ TIC TCOTiTO 

2008 .115 .gz43_25 8263 


F 


Ik JTAAAC C A 1 ATV.T7 1 1 

M00055010D:F11 


7TV*T /0^1_ \jr_i,T • 

UC2-ColonMetLiver 


OHIO 

3918 


437580 


TAAO T> 1 £. . A1 ^COT7^ 

2008 .B 1 6.gz43_25 8272 


F 


H fAAAC C AAO A .TM 1 

M00055003A:D1 1 


T T^T 1 TW jT aT * 

UC2-ColonMetLiver 




556616 


2008.D16.gz43_258274 


F 


Mu0055005C:G04 


TTA1 _7 _ n jf it • _ 

UC2-CoionMetLiver 


3920 


c ei t^Q 

551268 


TAAO /"VI ^* -_.»vlO 1COOOC 

2008 .U 1 6.gz43_25 8285 


F 


XVfAAACCAl OTN.TTAO 

M00055018D:H03 


UC2-ColonMetLiver i 


oat i 
3921 


335714 


TAAO AIT ,^ /n TCOTOT 

2008 AI 7 .gz43_25 8287 


F 


X iCAAACC AA 1 A 

M00055001C.C10 


UC2-ColonMetLiver | 


OATT 

3922 


ACt\A AC 

460445 


OAHO A17 A1 TCOTAA 

2008 .D 1 7.gz43_25 8290 


F 


H iTAAACf AACA.nAO 

M00055005D:B08 


UC2-CoIonMetLiver 


3923 


*2 /CT 1 A A 

362109 


TAAO T1 T OfOOftC 

2008.117.gz43_258295 


17 

F 


"\4"AAACCA1 1 A .151 1 

M00055011A:B11 


UC2-ColoiiMetLiver 


O AT/1 

3924 


556320 


taao tit ~ yi o osonn£ 

200 8. J 17.gz43 258296 


F 


IV /fAAAC C At TTO. A 1 A 

M00055012B:A10 


UC2-ColoiiMetLiver 


o aoc 

3925 


AO 1 

931 


OAAO TIT ^—A O TCOTAO 

2008.L17.gz43_258298 


T7 

F 


TV fAAAC C A 1 CIO. A Ail 

M00055015B:A04 


UC2-ColonMetLiv^r 


3926 


494300 


TAAO H if f T - /lO TCOTAA 

2008 .M 1 7.gz43_258299 


17 

F 


A jTAAACf A1 ^n.rJAO 

M00055016B:E02 


UC2-ColonMetLiver 


Q ATT 

3927 


A C^AAO 

453908 


TAAO MIT ~—A1 TCQOAA 

2008 .N 1 7 .gz43_25 8300 


17 

F 


A jfAAACCAl TTO.TOAC 

M00055017D.D05 


1 TOO ^1 ^ TV if * 

UL2-ColonMetLiver 


3928 


c A CSC Q A 

549690 


TAAO AIO n.wwAI TCQOAO 

2008.A18.gz43_258303 


17 

r 


A/TAAACCAA1 r.r»Al 

M0005 5 00 1 L :U07 


1 T/^O TV if ^ «.1 * 

UC2-ColonMetLiver 


3929 


CCCA/f A 

555949 


TAAO D1 O A*] ICOOA/I 

2008 .B 1 8.gz43_25 8304 


17 

F 


A if A A AC C A AO A A A 

M00055003A:G04 


UC2^olonMetLiver 


oaoa 
3930 


CCCTQA 

555289 


TAAO T\1 O - jIO TCOTAA 

200 8 .D 1 8 .gz43_25 8306 


17 

F 


A /fAAAC CAACTA.r* 1 1 

M00055005D:C11 


7 TOT _1 _ TV >T_aT * ^_ 


oao i 
3931 


CC f\A AT 

550497 


TAAO T7 1 O A 1 

2008 .F 1 8 .gz43_25 8308 


F 


A CAAACCAAOTO.T^AO 

MO0055O08B:E08 


UC2HJolonMetLiver 


3932 


CCA/I £>i 

559464 


TAAO T1 O . A"i 1COT1 "1 

2008.11 8. gz43_25831 1 


17 

F 


A if A A AC C A 1 1 A . /~*AC 

M000550 1 1 A:C06 


7 TOT O^l TV if,-. *7 * 

UC2-ColonMetLiver 


o aoo 

3933 


601219 


2008.Bl9.gz43 258320 


F 


■» fAAAC C AAO A .TTA1 

M00055003A;H01 


UC2-ColonMetLiver 


3934 


522762 


OAAO T?1A - A n TCOOOyl 

2008 .F 1 9.gz43_25 8324 


T7 

F 


A >TAAACC AAOTO.T7AO 

M00055008B:F03 


7 TOT O - < - n if-iT • 


3935 


CC OC1A 

558530 


2008.F20.gz43_258340 


F 


H JTAAACCAAOn.T?A A 

M00055008B:F04 


7 TOT 0_1_ TV iT » Y * _ 

UC2-ColonMetLiver 


Oft*)/ 

3936 


c ci S r s 

551656 


2008 .H20 .gz43_25 8342 


F 


» JTAAA5 C A 1 A A TYAC 

M00055010A:H05 


TTOT _1 x iT tY * 

UC2-Q)loiiMetLiver 


3937 


C C AI A c 

554245 


TAAO XTOA A1 TCOOilO 

2008 .N20.gz43_25 8348 


F 


IV 1AAACCA1 TTO.T'AO 

M000550l7D:E08 


7 TOT O— 1_ if it • 

u C2 -ColonMetLiver 


o aoo 

3938 


C^T 1 vlT 

562142 


TAAO T^TA . A *> OCO^f A 

2008.P20.gz43_258350 


17 

F 


A /TAAAC CAO A A .Al 1 

M00055020A:G1 1 


TTOT O^l^ \f«iT * 

UC2^oloiiMetLiver 


qao a 
3939 


555639 


TAAO T5T 1 ~—A O T-COOCT 

2008.B21.gz43_258352 


17 

F 


A if AAACC AAOT5.T7AT 

M00055003B:E07 


TTOT 0«l«.~.X/f ^4-T ? 


3940 


388688 


TAAO TO! ^ /♦ n O CO OCA 

2008.12 1 .gz43_25 8359 


F 


A if A A AC C A 1 1 A .T7A£ 

M0005501 1A:F06 


Y TOO O* —1 >T —-4.T 

UC2 •KJolonMetLiver 


3941 


/IT^/IOO 

476438 


TAAO TO 1 A O OCOO/TA 

2008 . J2 1 ,gz43_25 8360 


i^ 
F 


A K AAAC C A1 TT>«TT1 O 

M00055012B.H12 


TTOT 0~1 A A~lT 

UC2-ColonMetLiver 


^04? 






tj 

r 




TTP9-P^lAn'M'f*tf lYf^r 
L/V^Z V^UlUJXlVlCLJ_/lVCr 


3943 


557308 


2008.M21.gz43_258363 


F 


M00055016C:G04 


UC2-ColonMetLiver 


3944 


553523 


2008.D22.gz43_258370 


F 


M00055005D:G04 


UC2-GolonMetLiver 


3945 


460169 


2008.H22.gz43_258374 


F 


M00055010B:A06 


UC2^1onMetLiver 


3946 


558744 


2008.B23.gz43_258384 


F 


M00055003B:G11 


UC2-(^loiiMetLiver 


3947 


495984 


2008.123.gz43_258391 


F 


M00055011A:G12 


UC2-ColonMetLiver 


3948 


497513 


2008.H24.gz43_258406 


F 


M00055010B:C11 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTEB 


SEQ NAME 


0R1E 
NT 


CLONE ID 


LIBRARY 


3949 


557910 


2017.B02.gz43_258434 


F 


M00055020D:G06 


UC2-ColonMetLiver 


3950 


557603 


2017.102.gz43_258441 


F 


M00055029C:D05 


UC2-ColonMetLiver 


3951 


523495 


2017.M03.gz43_258461 


F 


M00055034B.G04 


UC2-CoIonMetLiver 


3952 


390017 


2017.H04.gz43_258472 


F 


M00055028C:D05 


UC2-ColonMetLiver 


3953 


610986 


2017.B05.gz43_258482 


F 


M00055021A:F08 


UC2-ColonMetLiver 


3954 


551884 


2017.E05.gz43_258485 


F 


M00055024D:E09 


UC2-ColonMetLiver 

v/ v*» w v/a v/XJj. ii,v ui— fi ▼ wl 


3955 


559447 


2017.E06.gz43 258501 


F 


M00055024DF07 


UC2-ColonMetLiver 

\vWX< V->V-/1vXX1tXwI 1 <1 Vwl 


3956 


322123 


2017F06ez43 258502 


F 


M00055026AG08 


I JC2-CnlonMptT j ver 


3957 


556258 


2017.H06.gz43 258504 


F 


M00055028DA08 


UC2-CoIonMetLiver 

vj V/Af Will VIV^IXjI V v/1 


3958 


561279 


2017.K06.gz43 258507 


F 


M00055032BD08 


UC2-ColonMetLiver 

V/ V/a. VvlvlllTJ,VIXVl V wl 


3959 


550815 


2017.E07.gz43 258517 


F 


M00055024D:G09 


UC2-ColonMetLiver 


3960 


561935 


2017.D08.gz43 258532 


F 


M00055023CG11 


UC2-ColonMetLiver 

\J v/*< VvvylVJlXlTXwvX^l Vwl 


3961 


557733 


2017J08.gz43 258538 


F 


M00055031BE05 


UC2-ColonMetLiver 

V/ W*« WVlVlilTlVilVl V Wl 


3962 


556852 


2017N09ez43 258558 


F 


M00055035DE07 


t TC2-Cn1nnMptT ,iver 

V/Ai w WI \JXXi>XwULJl V v/1 


3963 


557049 


2017D10ez43 258564 


F 


M00055023DG02 

XTX WV«V V^iJ1/<VJV«i 


UC2-ColonMetLiver 

V> wvlvlUTlwlXVl V wl 


3964 


560250 


2017E10ez43 258565 


F 


M00055025AD11 


UC2-ColonMetLiver 

Vv VvX. VvV^lV/XlXVXwLXVl V wl 


3965 


560294 


2017H10ez43 258568 

&j W X 1 .X XX ViUlTJ to^UJ VW 


F 


M00055028DE10 


UC2-ColonMetLiver 

Uwa> VvV/lv'XllvXV/IJLvlVVl 


3966 


481930 


2017Dllez43 258580 


F i 


M00055024A*B04 

iviuv/v^^/v*. >n.x>wT 


I ir2-rn1nnMetT iver 

Vv Vv^ VvvJlvSXXlVlwLXvi V V/1 


3967 


550986 


2017Ellcz43 258581 


F 




TT^-PnlnnMptT ivpr 

Uv/A VvVlVlxlVXvLxvlVvl 


3968 


560621 


2017Hllez43 258584 


F 


M00055029AA02 


I IP2-Pfi1nnMpfT J vft 

Vv Vv£> Vv V/I VJ1 UtIvLUI V wl 


3969 


549599 


2017111 ez43 258585 


F 


M00055030BE03 


UC2-ColonMetLiver 

\J WAr Vv \Vl v/lXLTXw LXVl V wl 


3970 


558004 


2017 Jll ez43 258586 


F 


M00055031BH08 

ATX WV«/»/ V— ' Xv/ u 


UC2-ColonMetLiver 

Vv Vv£* WVlUUl'l V UXV1 V wl 


3971 


562590 


2017.L12.gz43 258604 


F 


M00055033BH01 

iTX v v V**' *i> V*^ *X XV X 


UC2-ColonMetLiver 


3972 


558755 


2017N12ez43 258606 


F 


M00055035DF09 


UC2-ColonMetLiver 

VV V^** VV/lwlUTXWUJl T VI 


3973 


556458 


2017.M13.gz43 258621 


F 


M00055034D:A10 


UC2-ColonMetLiver 


3974 


450059 


2017B14ez43 258626 


F 


M00055021B.G09 


UC2-ColonMetLiver 

VV vwlwlli<J,wl»ul » wl 


3975 


557353 


2017C14ez43 258627 


F 


M00055022CB12 


UC2-ColonMetLiver 

vv vy*- vviwiii iiwuvi v vl 


3976 


560898 

+s \s \s \J *s \J 


2017D14az43 258628 


F 


M00055024AC07 


UC2-ColonMetLiver 

V/ VV*» wwlwUl T IVUJl V VI 


3977 


461850 


2017 114 ez43 258633 


F 


M00055030BH07 


UC2-ColonMetLiver 


3978 


552848 


2017J14ez43 258634 


F 


M00055031CB11 

J. »1 \J \J \* »J mJ \J*J X V/>Xf X X 


I JC2 -ColonMetLiver 

VV V/u VA^lVlIiilwUJl V VI 


3979 


552891 


2017F16ez43 258662 


F 


M00055026CE07 


UC2-ColonMetLiver 

Vv Vv*« v/wlvUi'lVUJi V wl 


3980 


454483 


2017.G16.gz43 258663 


F 


M00055027D:E08 


UC2-ColonMwtLiver 


3981 


508671 


2017 D18 ez43 258692 


F 


M00055024BE02 

X~X V w VW *J V/ X^ 1 X^ • X^ V/Xrf 


UC2-ColonMetLiver 


3982 


456183 


2017N18ez43 258702 


F 


M00055036A-H10 


UC2-ColonMetLiver 

W V/X* VA/lWXU'lV LXV1 V VX 


3983 


557578 


2017 018 ez43 258703 


F 


M00055037CD01 


I JC2-<vOlOxiMetLiver 

V/wm WlwlUTlVUJl ? VI 


3984 


561868 


2017.D19.gz43_258708 


F 


M00055024B:E03 


UC2-ColoixMwtLiver 


3985 


556856 


2017.F19.gz43_258710 


F 


M00055026D.E12 


UC2-ColonMetLiver 


3986 


557010 


2017.L19.gz43_258716 


F 


M00055033D:D03 


UC2-ColonMetLiver 


3987 


529356 


2017.D21.gz43_258740 


F 


M00055024B:E06 


UC2-ColonMwtLiver 


3988 


557883 


2017.L21.gz43_258748 


F 


M00055033D:G01 


UC2-ColonMetLiver 


3989 


549114 


2017.B22.gz43_258754 


F 


M00055021D:F06 


UC2-ColonMetLiver 


3990 


556933 


2017.D22.gz43_258756 


F 


M00055024B:F02 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


3991 


494314 


2017.F22.gz43_258758 


F 


M00055027AE04 


UC2-ColonMetLiver 


3992 


408586 


2017.M22.gz43_258765 


F 


M00055035BD11 


UC2-ColonMetLiver 


3993 


460078 


2017.L23.gz43_258780 


F 


M00055034AG01 


UC2-ColonMetLiver 


3994 


561836 


2017.N23.gz43J258782 


F 


M00055036BH02 


UC2 -ColonMetLiver 


3995 


558185 


2043.D03.gz43 259228 


F 


M00055222DB11 


UC2-ColonMetLiver 


3996 


550632 


2043.F03.gz43 259230 


F 


M00055225CE08 


UC2 -ColonMetLiver 


3997 


551677 


2043.J03.gz43 259234 


F 


M00055230AH01 

*™X V V V w 4\**9+S X *X XV/ X 


UC2-CoIonMetLiver 


3998 


451720 


2043.N03.gz43 259238 


F 


M00055236CE05 


UC2-ColonMetLiver 


3999 


559447 


2043.L05.gz43 259268 


F 


M00055233CF09 


UC2-ColonMetLiver 

V^/^U V'XV/lXi.TX^UX^X V Vl 


4000 


558230 


2043.P05.gz43 259272 


F 


M00055239B:C05 


' UC2-ColonMetLiver 


4001 


554627 


2043 .A06.gz43_259273 


F 


M00055219BB04 


UC2-ColonMetLiver 

V*^X» VUAvlliilVbiJl V VI 


4002 


558422 


2043.N06.gz43 259286 


F 


M00055236D:E04 


UC2-ColonMefLiver 


4003 


558679 


2043.G08.gz43 259311 


F 


M00055226CH05 


UC2 -ColonMetLiver 


4004 


491240 


2043 F09 ez43 259326 


F 


M00055225DG11 


UC2 -ColonMetLiver 


4005 


550815 


2043H09ez43 259328 


F 


M00055227CD02 


UC2-ColonMetLiver 


4006 


481362 


2043P10cz43 259352 


F 


M00055239CF08 


UC2-ColonMetLiver 


4007 


467710 


2043 Cll ez43 259355 


F 


M00055221DH08 


IJC2-CoIn!iMetl J ,iver 


4008 


557965 


2043 B12 ez43 259370 


F 


M00055220DGO7 


I JC2-ColonMetLiver 


4009 


380127 


2043C12ez43 259371 


F 


M00055222AA06 


UC 2-ColonMetLiver 

\J V- » x» vxVJXxl viw L..I <l V v J. 


4010 


374281 


2043 M12 ez43 259381 


F 


M00055235BC01 


UC2-ColonMetLiver 

\J X« V«/ V/1U1 XL TX V H /X V VX 


4011 


464067 


2043 C13 ez43 259387 


F 


M00055222A:C08 


UC2 -ColonMetLiver 


4012 


552521 


2043 D13 ez43 259388 


F 


M00055223BC04 


UC2-ColonMetLiver 


4013 


552019 


2043 P13 ez43 259400 


F 


M00055239DC01 


I TC2 -ColonMetLiver 

\J V>» ^> V>V-»1\J1X1»X v Lul V vl 


4014 


556790 


2043 A14 ez43 259401 


F 


M00055219CC10 


UC2-ColonMetLiver 

\J V> VVlVlli T X V tl 11 V VI 


4015 


557411 


2043K14ez43 259411 


F 


M00055232CD04 


UC2-ColonMetLiver 


4016 


378459 


2043 L15 ez43 259428 


F 


M00055233DG1 1 


UC2-CoIonMetLiver 


4017 


550571 


2043H16ez43 259440 


F 


M00055227DE07 


UC2-CoIonMetLiver 

\mf Vu Vlvlll'XVUJl V VI 


4018 


557676 


2043 P16 ez43 259448 


F 


M00055239DG04 


UC2-ColonMetLiver 


4019 


558652 


2043 A17 ez43 259449 


F 


M00055219CH06 


UC2-ColonMetLiver 


4020 


559053 


2043 117 ez43 259457 


F 


M00055229CD01 


UC2-ColonMetLiver 

v V^^-. V^V/1U1X1tXv1 I /l V VI 


4021 


552086 


2043 CI 8 ez43 259467 


F 


M00055222BA01 


UC2-ColonMetLiver 


4022 


552430 


2043 LI 8 sz43 259476 


F 


M00055234AG12 


UC2-ColonMetLiver 


4023 


562317 


2043 P19 ez43 259496 


F 


M00055240A:B07 


UC2-ColonMetLiver 


4024 


543540 


2043 122 ez43 259537 


F 


M00055229D:D07 


UC2-ColonMvtLiver 


4025 


489275 


2043 F23 ez43 259550 


F 


M00055226CA11 


UC2 -ColonMetLiver 


4026 


450193 


2043.M23.gz43_259557 


F 


M00055236B:C07 


UC2-ColonMetLiver 


4027 


557656 


2043.O23.gz43_259559 


F 


M00055238D:D10 


UC2-ColonMetLiver 


4028 


559764 


2043.D24.gz43_259564 


F 


M00055223D:H03 


UC2-ColonMetLiver 


4029 


560717 


2043.E24.gz43_259565 


1 F 


M00055225B:H01 


UC2-CoIonMvtLiver 


4030 


552249 


2043.P24.gz43_259576 


F 


M00055240B:E12 


UC2-ColonMvtLiver 


4031 


556829 


2044.G02.gz43__259603 


F 


M00055248D:B12 


UC2-ColonMetLiver 


4032 


558093 


2044.A03.gz43_259613 


F 


M00055240C:A03 


UC2-ColonMvtLiver 
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4033 


616134 


2044 B03 ez43 259614 


F 


M00055241DF10 


UC2-ColonMetLiver 


4034 


558355 

*J *J \J mJ *J mS 


2044 E03 ez43 259617 


F 


M00055245DA04 


UC2-ColonMetLiver 


4035 


558785 


2044 J03 ez43 259622 


F 


M00055252BD07 


UC2-ColonMetLiver 


4036 


607430 


2044 F04ez43 259634 


F 


M00055247BA1 1 

luVVV JJirt / JJ.-iv JL X 


UC2«ColoiiMetLiver 

V^a* V^wXV/lXlTXVUL^x V Wl 


4037 


558512 


2044 L04 ffz43 259640 


F 


M00055255BF05 

IHVuUJJLJJiJ.l V/— » 


UC2-ColonMetLiver 


4038 


488574 


2044 N04 ez43 259642 


F 


M00055257DA11 


UC2-ColonMetLiver 


4039 


558098 


2044 P04 ez43 259644 


F 


M00055260BA05 


UC2-ColonMetLiver 


4040 

twtv 


557389 


2044 F05 ez43 259650 


F 


M00055247CB01 


UC2-ColonMetLiver 


4041 


557928 


2044 K05 ez43 259655 


F 


M00055254AE02 


UC2-ColonMetLiver 


4042 


551305 

*J *J X. -J \J <J 


2044 E06ez43 259665 


F 


M00055245DD01 


UC2-ColonMetLiver 

\*J K*t£* \A/lwlU'XvUJl V VI 


4043 


504415 


2044H06cz43 259668 


F 


M00055250B-.A05 


UC2-ColonMetLiver 


4044 


549052 


2044 106 ez43 259669 


F 


M00055251CD01 


UC2-Q)lonMetLiver 


4045 


138927 


2044 O06ez43 259675 


F 


M00055259A:G06 


UC2-ColonMetLiver 


4046 


554246 


2044 N07ez43 259690 


F 


M00055257DE02 


UC2-CblonMetLiver 


4047 


159419 


2044 J08 ez43 259702 


F 


M00055252CE02 


UC2-ColoiiMetLiver 


4048 


460049 


2044P08ez43 259708 


F 


M00055260B:H06 


UC2-ColonMetLiver 


4049 


560317 


2044 D09ez43 259712 


F 


M00055244DC07 


UC2-CblonMetLiver 


4050 

tV/ JV 


560317 


2044E09sz43 259713 


F 


M00055246AC01 


UC2^olonMetLiver 


4051 


552357 


2044 H09 ez43 259716 


F 


M00055250BG09 


UC2-ColoiiMetLiver 


4052 


560144 


2044P09ez43 259724 


F 


M00055260CA1 1 


UC2-ColoiiMetLiver 


4053 


560669 


2044E10ez43 259729 


F 


M00055246AE10 


UC2^olonMetLiver 


4054 


423884 


2044N10pz43 259738 


F 


M00055258AC07 


UC2-ColonMetLiver 


4055 


523732 


2044 11 1 ffz43 259749 


F 


M00055251CH07 

lUVV w«/ X ^_/.X XX/ # 


UC2-ColonMetLiver 


4056 


493359 


2044 Kll ez43 259751 


F 


M00055254CA06 


UC2-ColonMetLiver 

V>^- VVlwUlTlWUil V Wl 


4057 


560204 


2044 E14 ez43 259793 


F 


M00055246BC04 

1T1U V V J J Xf~U JJ ! V/ Vt 


TJC2-ColonMetLiver 


4058 


558461 


2044 F1 4oz43 259794 

Z.V/*T*T.X lt.giitJ X.J7/7t 


F 

X 


M00055248AF10 


TJC2-ColonMetLiver 


4059 


447380 

tt / JOU 


7044 T14 a74^ 259798 

£.UTt.J It.git J iJ7 / 70 


F 

X 


M00055252D-riO 


T JC 2 -Tol onMetLiver 


4060 


558559 

JJOJJ7 


9044 014 ot4^ 959803 


F 


M00055259BG1 1 


T ir9-Cnl nnMetT ,i ver 


4.061 


450095 


9044 A1S a^43 95Q805 


F 


M00055941 A*r06 


1 Tr9-Cn1onMptT .iver 

\J\^A. \^J>lvxLLVXvlX>/xVvl 


4069 


484086 

tOtvOU 


9044 F1 5 &743 959809 

Z.V/tt .XjX_J ,gitJ /.J70U7 


F 

X 


M00055946BD10 

1VXV/V/ V/«J JZrt \JXJ .XV X V/ 


T 1(^2-^01011X4611 ,iver 


4061 


558861 


9044 K15 »743 259815 

AiV/tt .JVl J >g£it J AfJxOU 


F 

X 


M00055254DB10 

lUvV/UJ JX,JtU .XJ X \J 


IJC2-ColonMetLiver 

v vZ. vvWlUTXvUUl Vwl 


4064 


486787 
^ou to/ 


2044f16oz43 259823 

Awtt.vlU.giitJ £iJ70aiJ 


F 

X 


M00055243DC06 


T JC2-ColonMetLiver 

Vy \-/<Lt vwivUiTivLUi v vi 


4065 


562256 


2044 T 16 0743 259832 


F 


M00055256AD12 


TJC2-ColoiiMetLiver 

\J\±j£* VVlvlllTlVUJl T wl 


4066 


561 57Q 


2044F17t*z43 259841 

A.VJ'tt .XJr X # .g*«T J Z>J70tl 


F 


M00055246CF08 


UC2^olonMetLiver 


4067 

twV / 


560205 


2044J17pz43 259846 


F 


M00055253AC07 


UC2^ol(mlVletLiver 


4068 


558134 


2044.M 1 7.gz43_259849 


F 


M00055257B:B10 


UC2<k>loiiMetLiver 


4069 


488143 


2044.H18.gz43_259860 


F 


M00055251A:B09 


UC2-(^lonMetLiver 


4070 


500737 


2044.118.gz43_259861 


F 


M00055251D:H11 


UC2-0)lonMefLiver 


4071 


238121 


2044.C20.gz43_259887 


F 


M00055244A:C06 


UC2-ColonMetLiver 


4072 


629002 


2044.D20 < gz43_259888 


F 


M00055245B:H01 


UC2^1onMetLiver 


4073 


562256 


2044X2Lgz43_259912 


F 


M00055256B:C07 


UC2-(^lonMetLiver 


4074 


541784 


2044.B22.gz43_259918 


1 F 


M00055242D:E02 


UC2-(^lonMetLiver 
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ORIE 
NT 


CLONE ID 


LIBRARY 


4075 


560507 


2044 D22 bz43 259920 


F 


M00055245CD04 


Tjn2-ro1ftnMetT iwr 

\J V/lVA&AVAwkAwl V wl 


4076 


555340 


2044 F22 ez43 259922 


F 


M00055248P-B11 


T TP9-r , o1r»nMf*tT ivpr 


4077 


560059 


2044 G22 ez43 259923 


F 


M00055240PB1 2 


«J v> 17IUAU VAC LAjI VCI 


4078 


404110 


2044 K24 sz43 259959 


X 


M00055255AF1 1 


V7 V^^" V^UIUAALVACLAjI VCA 


4079 

TV / .7 


557998 


2044 T 24 frr43 959060 


AT 


M000 5 5 9 56R CwO 5 

1V1UUUJJZ.J \j xj , VJU J 


U V-^Z. -\^U1UJULIYAC ILA V Ci 


4080 


559321 

-J ~J Zf ~J x 


2053 KOI P743 250084 


F 

A 


M00055272DF04 


U V/Z- V/V71U1AIVACLAjI V CA 


4081 


14181 

JtJOI 


9053 F09 t*743 950004 

Z.UJJ.LyUZf.gZi'Tj 4rJ777t 


F 

F 


M0005 5765 A HO 1 


U \^Z."V^UlUIllYACLAjlVCr 


4082 

*TV/OZ> 


556447 


9053 H02 P741 250007 

Z.V/J-7 ,A AV/Z.t^Z'-f J 1 


F 

A 


M00055968B T>1 9 

1VAWV/V7-7 J^uOD,L< A/t 




4081 


555564 

JJJJUt 


9053 F03 az41 960010 


F 


MO0055965AfiO7 


%J \^Z"V^UIOAAAYAClAjlVCr 


4084 


558360 


9053 M03 <*741 960018 


F 

A 


M00055275RW06 


U - v> VJ lUAALYAC LA^l V CI 


4085 


558190 


9053 B05 0743 960030 


F 

F 


M00055969R-A1 1 


T TP9 -PrilnnlV/TptT ivpr 
U V^Zr ~ V^UlUAUYACLAwl V Ca 


4086 


51 1776 

•J A AZ / u 


9053 D05 <*t41 960041 


F 

F 


M0005 59 64 A F01 

1VAUVJU J J^Otx\.F W J 


U V^Z- V^OJUAAlVACLAvl VCI 


4087 


550074 


2053 F05 0743 960043 


F 
f 


M00055266R*r 1 9 


TTP9-Pn1nnlV/fptT ivpr 

%J Vs£ ~\^V1U11L\1CIxj1 vcr 


4088 

*twOO 


558867 


9053 T 05 D743 960040 


F 
f 


M00055974rr , 06 


TTP9-PnlnrVMptT ivpr 
vj v^z-v^oioiaiyacul*i vcr 


4080 


555564 


9051 N05 a741 960051 


F 
f 


M0005 5977H- A 09 


VJ VxZ- V^OiUiAlYAC UL/1 vcr 


40Q0 


551708 

-J J A / 70 


9051 O05 a741 960059 


F 

f 


M00055970A F01 


T TP9 -PnlnnMpf T ivpr 

U V^Zr v^UlUIAiVAC LAjI V CA 


40Q1 


556010 


9051 D08 0741 960080 


F 

f 


M00055964R-F06 

It X\J\J \J J -7 Z. U*TAJ . IJ/V7U 


T TP 9 -P nl nnMptT ivpr 

VJ VsX> V^UIUAAIYAC LA-rl V Ci 


4009 


4R0Q60 
*tOV/;*OVJ 


9051 OOO a-741 9601 16 

ZU.J j.WU27.gZ*tj ZOVJ1 AD 


f 


M00055970R«n07 


U V^Z - V^01UlAlYACLI_/lVCr 


4001 


478087 


9051 no &741 960190 

Z,\JJD.\s AU.gZtJ ^OUliv 


F 

F 


A/f0005596ir-Tj09 


U "V^OlOALLVACLL/1 V CA 


4004 


450507 


905ini0<y741 960191 


F 

F 


M00055264RFT1 9 


TTP9-Pn1nnMptT ivpr 

KJ \^fZ. ~ V^UIUIAIVAC Uul V CI 


4005 


512721 


2053F10a741 260122 

AfV/JJ.Awl V.gZltJ 4rUUlA& 


F 


M00055265PA04 


TIP9-Pn1nnMptT ivpr 

VJ K*£* V^V/IUAAIYAC WjiX V CI 


4006 


558052 


20511311 cr 7 41 260135 


F 

AT 


M00055262rR08 


T IP9-Pn1nnMpfT ,ivpr 

VJ V-^Z< V-» VMVf AUVAC \XjX V CI 


4007 


550863 


9051 A19 ^741 260150 


F 

A 


M00055961R(t19 


TIP9-PnlnnMptT ivpr 

U V/Z^V^UlUAJiVAClA-rl VCA 


4008 


560057 


9051 T 19 ar41 960161 

^JJ.Arl^.g&itJ ZvJvAVJA 


F 

F 


M00055974H-A1 1 


TTP9-Pn1rmMptT ivpr 

VJ x^UlUALlVAC IAjI V CI 


4000 


560621 


9051 1U19 P741 260162 


F 

A 


M00055975D-F19 


TTP9-Pn1onMptT ivpr 

VJ V^UIUlllVACUL/I V CI 


4100 


450949 


905irila741 960168 


F 

F 


M00055961PF10 


TTP9-Pn1nnMptT ivpr 

VJ V^Z VrfUlUIAlYACLAjl V CI 


4101 


446557 


9051 1114 o741 960181 


F 

F 


M00055969P-F05 


T TP 9 -Pnl r>n\/f p+T ivpr 

VJ V/Z. -\^(J IULLLVICIAjI V CI 


410? 


560678 


9051T?14a741 960186 


F 

F 


M00055965P-F01 


TTP9-Pn1nr»Mptl ivpr 

VJ V/Z ~V^UiUAALYAC UAjI V CI 


4101 


557561 


9051F14ct741 960187 


F 

A 


M00055966TVr00 


TTP9-Pn1 on A/f pfT ivpr 

VJ V^Z "V^UIUllIVAOLAvI YCA 


4104 


505858 

JUJOJO 


9051P15o741 960900 


F 

F 


M0005596ir-rr00 


TTP9-Po1onMptT ivpr 

VJ V^Z"V^UlUIAIYACU-fl Y CI 


4105 


557561 


9051 Fl 5*741 960909 

/.VJJ.DI J .f^Zl^T J ZUUZVZ 


F 

A 


M00055965PF01 


TTP9-Po1onMptT ivpr 

VJV^Z V^VIIUAAIVACtAwlVCl 


4106 


448450 


9051 HI 5 *741 260205 

Z*\JJJ .AAA -7 ,gLtJ ZrUvArVJ 


F 

A 


M00055968D-GOO 


TTP9-PnlonMptT ,tvpr 

VJ V>Z V/ V/IUAALVAC UU 1 V CI 


4107 


475578 


9051 T1 5 CT741 960906 


F 

A 


MD00 5 5 9 70TVR 0 5 


T TP9-PolonMptT ivpr 

VJ V>Z~V^Uil/AAiVACfJLil VCI 


4108 


540057 


9051 T 1 5 0741 960900 

ZUJj .A-/ A J . JJZt J^_ZUVJZv~ 


F 

F 


M00055974HR10 


TTP9-PolonTV^PtT ivpr 

VJ V^Z~Vv-UIUAAiVACLA-»l VCI 


4100 


562871 


9051M15<7741 960910 

ZuJj. 1YA A J . gZ** J Z vJ vZ A 1/ 


F 

A 


M0005 5975HFT08 


T TP 9 -Pol onTMptT j vpr 

VJ V^Z " VA^IUJJJLVACLAjI V CI 


4110 


558263 


2053.L18.gz43_260257 


F 


M00055274D:C10 


UC2-ColonMetLiver 


4111 


560538 


2053.O18.gz43_260260 


F 


M00055280A:C09 


UC2-(^lonMetLiver 


4112 


554000 


2053.C19.gz43_260264 


F 


M00055263D:C03 


UC2-ColoAiMetLiver 


4113 


128962 


2053.A20.gz43_260278 


F 


M00055261D:D09 


UC2-ColonMetLiver 


4114 


560278 


2053.M20.gz43_260290 


F 


M00055276B:C09 


UC2<k)loAAMetLiver 


4115 


420892 


2053.F21.gz43_260299 


F 


M00055267A:D01 


UC2-ColoiAMctLiver 


4116 


558513 


2053.P21.gz43_260309 


F 


M00055281A:F08 


UC2-ColonMetLiver 
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4117 


511847 


2053 F22 ez43 260315 


F 

X 


IYXUUUJ JiU / X*.. VJ X X 


VJ V-/i V>UXUXliVlClXil VCl 


4118 


481958 


2053 P22 ez43 260325 


X 


M0005 598 1 RD04 

1VXUUUJJLO XX7.X7Ut 


TTP9-Pn1nnMf»tT ivpr 

VJ \^i~V^UlUXllVxCLL/X VC1 


4119 


561666 

\mS \J X WWW 


2053 F24 ez43 260347 


F 

X 


M00O55967RR06 

1Y1UUUJ JiU 1 XJ .XJ\J\J 


TTP9-Pn1nn"N4f»tT ivpr 

VJ Vvi V^UlUXJULVlCLLvl VCI 


4120 


553665 


2053 124 ez43 260350 


F 

X 


M00055971RP01 

IVXUUUJJz. / IXJ.V/UX 


T IP9-Pftlntil\4p»tT iwr ! 

VJ Vyi~ V^UlUXUVxC LXwl VCI 


4121 


643513 


1669A01ez43 260687 


F 

X 


M0005565 1 PF07 

1V1UUU JJUJ 1 Vy.IT U / 


T TP9 -Mnrm Pol nn 

VJ Vxi 1> Ui III V-'UlUll 


4122 


641658 


1669 J01 ez43 260696 


F 

X 


M00055661AH10 

IYXUUUJ J U UJA.X X X U 


T TP9 -"NnrmPnlnn 

VJ vX> 1> Ul XXXV^UIUIX 


4123 


639752 


1669 M01 ff/41 260699 


F 

X 


M00055667RP08 

IYXUUUJ JUU / D.L/UO 


T TP9 -Mnrm Pnl An 

VJ V/i IN UI lllwUlull 


4124 


518569 

J X U— » U -7 


1669P01ez43 260702 

X uU7 .A V/ 1 .gZ.^ J Z.VJV7 / Ui 


F 

X 


M00055671 A H01 

1YXUUUJJU/ lxV.XXUJ 


T TP9_>Jnrm Pnlrvn 


4125 


642068 


1 669 N02 pz41 2607 1 6 


F 

X 


JW00055668P-A04 

lYxU U U J J U \J O V-/ . r\\J t 


T TP9-MnrmPr*1rm 
VJ vxi IN UlIllv^UlUIl 


4126 


639743 


1669O02az41 2607 W 


F 
i 


M00055669DR08 

XVXUUUJJ UU7X7.X7UO 


T TP9 -Mnrm Pnlrm 


4127 


642230 


1669 P03 ez43 260714 


F 

X 


M00055671RR09 

XY1UV7UJ JU / 1X7. 17 Vi 


T TP 9 -Mnrm Pnl nn 

VJ V^i iN Ul IIlV^UlUXl 


4128 


447585 


1669 104 cz43 260743 


F 

X 


M00055669RF1 1 

XV1UUU J JUUiXJ.X 1 1 


T TP9 -Mnrm Pnl nn 

VJ V^Z-"1 1 UJ III V^UlUll 


4179 


640078 


1 669 T04 ar41 760744 

iyU7JUt.g£tJ iUU/*tt 


F 


M0005 5661R«F09 

1V1V7 UU J J vUJ XJ.XLUi 


T TP9-MnrmPn1r»n 


4110 


647111 

Ut / JJJ 


1 669 1306 a^41 760768 

AUU7.X7vU.gZitj ZtUv/UO 


F 


A/T0005 5 6 5 TR • r 01 

1V1U uu J J U J D JJ . U J 


T TP 9 -Mnrm P nl nn 
VJ V-/i IN Ul ITlVAIIOn 


4111 


477776 

*T / Z.Z.Z.U 


1 669 P06 &741 760769 

JluU7\V-'UU.git J iOU /07 


F 
r 


M00055654R(t09 


T TP9 -Mnrm Pnlnn 
VJ V-fi-lN UlilLV^UlUQ 


4112 


455778 

tJJ I/O 


1 66Q FT06 ardl 760774 


F 


M00055661R-F07 


T TP 9 -Mnrm P nl nn 
VJ l»/i~iN UlIllV^OlOIl 


*T 1 J J 


591875 


1669 T07 ar41 960791 


F 


M0005^669P'P1 1 

JYlUUU J JQUZV^.L 1 1 


T TP9 -"Mnrm Pnl n« 

U Vvi~iN unnv^uioii 


4114 
tut 


658971 


1669 T07 ay41 960799 
xuu7.ju / .git j iuu/7i 


F 


M0005566ir-Ti05 

IVlU VJ U J -> UU-7 V./ . XJ \J J 


T TP9-MnrmPn1n« 
U \^i-lN OlIUV^OlOIl 


tijj 


tUJ lU*T 


1669 1C07 cr741 960791 

10U7.1\U / .git -7 LUU /7J 


F 


M0005^665RR 1 0 
IVxUUU J Jvu «7 XJ.JD l\l 


T TP7 -Mnrm Pnlnn 


4116 


648152 


1 669 O07 ot41 960797 

X UU7. V7 V / ,git J iUU/7/ 


F 


M0005 5670 A *R04 

iVluLru J JU/ \JjtY. JDut 


T TP 9 ~"hJnrmCn1nn 
VJwi INOlIIlV^OIOIl 


4117 


641469 


1669 P08 a741 960801 


F 


TU00055654P-A05 


T TP 9 -Mnrm Pnlnn 
VJ V-»i "INUful VsVLVIx 


4118 

"T 1 J O 


450881 


1 669 F08 0741 960801 

X UU7.X-rUO.git J iUUOUJ 


F 
r 


M00055657A-R04 


T TP 9 -Mnrm Pnlnn 
VJV>i"lNlJIIIlv^UIOII 


4119 

1 1 J7 


618971 


1669C09a741 960817 
xuu7 .\*s\jy .gz.tj AiUwo x / 


F 

IT 


M0005S654PP 1 0 

IVlUUUJJUJtV/.UlU 


T TP9-MnrmPn1nn 
VJ Vvi"lNullllV^OlUXl 


4140 

t XtU 


641179 

VTIJ I 7 


1 669 T09 &741 960891 

lUU7.1U7.g£itJ iUUO^J 


F 


M00055669PTI1 9 


T TP 9 -Mnrm P nl nn 
VJx^-i IN UliUV^OIuxl 


4141 


618998 

V7 X 0770 


1669 Al 0^741 960811 


F 


1U00055659RR1 1 

lVXUUUJJUJZiD.il 1 1 


T TP 9 -Mnrm P nl nn 
U V^i "IN UIIIlV/ ul Uil 


4147 
titA 


644971 


1669 R10 <*741 960819 

lUU7.XJXu,gZitJ ivUOJi 


F 


M00055651RG01 

1VXU UUjJUJJXJ). VJ v 1 


T TP 9 -Mnrm P nl nn 
U V^i"lNOlILlV-/0101i 


4141 


556488 


1669 C10 <*741 960811 

1UU7.VXU ,git J lUUOJJ 


F 

r 


M00055654P-n01 

lYlUUUJJvJJtV/.l/wJ 


T TP 9 -MnrmPnl nn 
vj v>i w xN urn iv>uioii 


4144 


452687 


1669 O10 <7741 960817 


F 


M00055660AA06 

1VXUUUJJUUUA.AUU 


T TP 9 -Mnrm Pnl nn 

VJV^i"lNUIIIlVvUl\Jll 


4145 
titj 


641909 

U" J J\JS 


1669 J10 Q741 960840 

XUU7.J XU.gitJ iUUOtU 


F 


\f00055661TVR05 

1VXUUUJJUUJX7.1JUJ 


T TP9-MnrmPn1nn 
VJ V^i~lN UlTLlVvUXUIx 


4146 


646894 


1 669 M 1 0 a 741 260841 

XUU7.lVXXU.Kii*' AUUOtJ 


F 


M00055667PF07 

XVXUUU J JUU / V/.X u / 


T TP 9 -Mnrm Pnl on 

VJ Ui.li UI IllVvUlUll 


4147 


556750 


1669N10pz41 260844 

lUv7.1iXv.g£rTJ AuvOtt 


F 

X 


M00055668DE11 

1VXUVJV7J JVJUuU.Ij 1 X 


T TP 9 -Mnrm Pnl nn 

VJVvi liUllllV/UXUIX 


4148 


640259 


1669 R11 ez41 260848 

XUU7.X7XX.g£>tJ iUUOtO 


F 

X 


M00055651RG1 1 

2V1V7V7V7 J J VJJ JX7. VJ 1 X 


T TP 9 -Mnrm Pnl nn 

VJ V^i "IN Ul II 1 VxUluxl 


4149 


643804 


1669 D11 <*741 960850 

XUU7.X7X 1 ,g£itJ iUUOJU 


F 

IT 


M00055656AF09 

1VXUUUJJUJUA.£u7 


T TP 9 -Mnrm Pnl nn 

VJ Vy-i "IN UIXI1 VvVUUIl 


4150 


97909 

✓ / 7U7 


1669F11 &741 960859 

1UU7.1 1 l.gitJ Z-UUOJZ, 


F 
r 


M00055659A-A08 


T TP9 -Mnrm Pnl nn 
VJ V>i -IN UIIIlV>UlOIl 


4151 


501775 

JU Ji 1 J 


1669 Ol 1 o741 960851 

1UU7.VJ 1 1 .git-7 iOuOJJ 


F 
r 


M0005566O A POS 

ivlU UuJJ UOUA .vUJ 


T TP9 -Mnrm Pnl nn 

U V-»i "IN oiiiiv^oj.on 


4152 


640678 


1669.Lll.gz43 260858 


F 


M00055666B:E06 


UC2-NormColon 


4153 


406734 


1669.A12.gz43_260863 


F 


M00055652B:F12 


UC2"NormColon ! 


4154 


643563 


1669.G12.gz43_260869 


F 


M00055660A:C08 


UC2-NormColon 


4155 


658447 


1669.H12.gz43_260870 


F 


M00055661C:E11 


UC2-NormColon | 


4156 


446188 


1669.112.gz43_260871 


F 


M00055662C:H06 


UC2-NormColon 


4157 


603857 


1669.L12.gz43_260874 


F 


M00055666C.C11 


UC2-NormColon 


4158 


561894 


1669.M12.gz43_260875 


F 


M00055667D:B01 


UC2-NonnColon 
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ID 
NO 


CLUSTEB 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


4159 


639596 


1669 115 ez43 260919 


F 


M00055662DA09 


UC2-NormCoIon 


4160 


589483 


1669G17ez43 260949 


F 


M00055660BH02 


V7V'*» V/1AHV^V/1V7AI 


4161 


639665 


1669 117 ez43 260951 


F 


M00055662DB07 


T Jr2-NnrmPolnn 

U\->^ 1^1 Villi 


4162 


641683 


1669 017 ez43 260957 


F 


M00055670DF02 


UC2-NoTTiiCo1nTi 

VV*» A>\71111\_A/1VJ1X 


4163 


642111 

W~TA* JL X X 


1669 C18 sz43 260961 


F 


M00055655AA09 


T ir2-NormCn1 nn 

UV/Ai 1 ^1 VJllllV^Ulwll 


4164 


640179 


1669 K18 ez43 260969 


F 


M00055665DF11 

XYXV/x/V/v'-^ VJS7~' JU/ .X XI 


TJC2-jVlormrnlori 


4165 


64X352 


1669N18ez43 260972 


F 

X 


M00055669BG02 


T ir9-NnrmPo1fin 

UV/Zi 1^1 VllllV^VFlUU 


4166 


640018 


1669 120 ez43 260999 


F 


M00055662DE05 


UC 2-NonriColon 

V7v>X< 1^I\J1111V_/\71VI11 


4167 


642332 


1669L20ez43 261002 


F 


M00055667AB12 


UC2-NonnColon 

V X 1 Villi VyUlVll 


4168 


639706 


1669 F21 cz43 261012 


F 


M00055659CB10 


UC2-NonnColon 

V»>\.» « ' 1 T Villi 


4169 


642411 


1669 C22 ez43 261025 


F 


M00055655BB08 


UC2-NonnColon 


4170 


641091 


1669122 ez43 261031 


F 


M00055663A:B02 


UC2-NormColon 

WVM 1- ^ WJL lllVAylV/11 


4171 


463312 


1669 B23 ez43 261040 


F 


M00055653DH02 

AT AW \f mJ mJ \J mJ JtS * A AV/i» 


UC2-NormColon 

U 1^IV/1A11\*/V7A17A1 


4172 


456561 


1669 L23 ez43 261050 


F 


M00055667AH10 

iTX\/V/ \J*J*J \J\J I zV.XXAV/ 


\JK*/£* 1^1V/H11V^VJ1V711 


4173 


649631 

UT7UJ X 


1669 A24 ffz43 261055 


F 


M00055653AG08 


\J V^X> 1 ~ V71 111 VJ1V7JX 


4174 


639674 


1669F24ez43 261060 


F 


M00055659CD06 


UC2-NormCoIon 

\J X l vl 11 1 v-/ Ul V71A 


4175 
*ti / j 


640261 


1669 124 ez43 261063 


F 

X 


M00055663A:G04 




4176 

*T X / VI 


640XX9 


1 670 M)3 <*t41 961116 


F 

X 


M000S5691BF07 


kj \*t£* xWlXW lv> WlV/11 


4177 


496166 

T\£V7 J VI \J 


1670 DOS 0-t43 961 HX 


F 

X 


M0005S676DH07 

IViUUUJJU / VJJL/.X lu / 


VJV/Af l>V»lillv>UlV711 


4178 

*tl / O 


643594 

\rtJJ7T 


1 670 T 05 **743 261 146 

lv / VI.JLA/V .JgA.'TJ L*\J X X"TVI 


F 

X 


M00055687CF01 

xyx\j\j\jj<j vj o / V/.x v/A 


T JC2- IMormCnlon 

UVA 1^1 V/llllV>VllVflA 


4179 


446675 


1 670 M05 ffz43 26 1 1 47 


F 


M00055689BF04 


Ur2-NormColon 


41X0 


640645 


1670H06^743 961 15X 


F 

X 


M000SS6X3BD10 


T TC9 -Norm Cnlon 

U 1^U1111\_A71VJ1A 


41X1 


645909 


1 670 T06 **743 961 160 


F 

X 


M000556X5BF19 


T TC9 -Norm Colnn 

uV/^ 1. > \71 1 lAV-/ VJJA7U 




SS1987 


1670^06 0-74^ 961161 


F 


M000SS6X6B-D03 


I Tr9-NnrniPn1on 

UV/Ai "l^lVlllUV/VllVIXl 


41 8^ 


64663 X 


1670 1M06 oz43 261 164 


F 

X 


M00055691CE02 


T TP2-Norm Colon 

VJVs^' 1 i\71111\-'\JlwAl 


41X4 


639X05 


1670B07tT743 961 16X 

1 VI / v.DU / .gAVT.7 ^UllvO 


F 


M00055673D-C01 


T Tr9-NormfY»1on 

W V>4» 1 > Ul lllV-'Vlwll 


41X5 


640092 


1670 AOX arAI 9611X3 


F 

X 


M00055672DF06 


lir2-NormColon 

VJ VyA* 1 ^1 Villi l\s V71V7X1 


41X6 

tl OVJ 


634199 


1 670 M0X a74^ 261 1 9S 

A VJ / V.JlVAV/O.g^'T.J AU117J 


F 


MO0OS56X9r-B03 


T jr9-"Norm Pol on 

\J Vr-^> X y 171 XIX w V71 V71 1 


41X7 


64161X 


1 670 G09 ovM 961 90S 


F 

XV 


M0005S6X9r-D06 


I JP9 -Norm Polon 

V7 V/ii 1 1 VII 1X1 V>V711711 


4188 


641287 


1670 L09 o*z43 261210 


F 


M00055688A-A02 


UC2-NormColon 


41X9 


557625 


1670H10&z43 261222 

XVJ / V7 .X 1 1 V/ ,^Zi^J AiUlMAf 


F 

X 


M00055683CA03 


UC2-NormColon 

\*s£* X^K\JXXXik\J\JX\jMX 


4190 


599838 


1670 110 ffz43 261223 


F 


M00055684B-D06 


UC2-NormColon 


4191 


634122 


1670 M10 pz43 261227 

A VJ / W ,1VX X V .fytST»J iUl X< <C f 


F 

X 


M00055689CC03 


UC2-NonnColon 

V/V>A A ^ V/Jl IIIVA^IWU 


4192 


641726 


1 670 K 1 2 ez43 26 1 257 

X V7 1 v.lvl £^,^£jTt «7 £~\JX£-+JI 


F 

X 


M00055686DE04 


UC2-NormColon 


4193 


649921 


1670 1.12 P743 26125X 


F 

X 


M00055688AE04 

J.YAV/ w» 1 \J \J U1A ( Aiv 1 


UC2-NormColon 

V/ V_> X-i villi Wlvll 


4194 


645431 


1670.P12.gz43_261262 


F 


M00055695D:E01 


UC2-NormColon 


4195 


641728 


1670.K13.gz43_261273 


F 


M00055686D:E10 


UC2-NormColon 


4196 


502609 


1670.N13.gz43_261276 


F 


M00055691D:E04 


UC2-NormColon 


4197 


650673 


1670.C14.gz43_261281 


F 


M00055675D.E04 


UC2-NormColon 


4198 


644699 


1670.H14.gz43_261286 


F 


M00055683C:D11 


UC2-NormColon 


4199 


645146 


1670.A16.gz43_261311 


F 


M00055673B:A04 


UC2-NormColon 


4200 


647427 


1670.E17.gz43_261331 


F 


M00055680B:H04 


UC2-NormColon 
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SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


OWE 
NT 


CLONE ID 


LIBRARY 


4201 


553921 


1670.H17.gz43_261334 


F 


M00055683CJH11 


UC2-NormColon 


4202 


639469 


1670A18.gz43_261343 


F 


M00055673B:B08 


UC2-NormColon 


4203 


359500 


1670.F18.gz43_261348 


F 


M00055681DF11 

ITlVVVt/t/VW li/il X X 


UC2-NormColon 


4204 


649558 


1670.J18.gz43_261352 


F 


M00055685D:B06 


UC2-NoimColon 


4205 


561920 


1670.N18.gz43_261356 


F 


M00055692A:E05 


UC2-NormColon 


4206 


446242 


1670.C20.gz43 261377 


F 


M00055676B-D05 


UC2~NormColon 


4207 


645968 


1670 B21 gz43 261392 


F 


M00055674CE05 


UC2 -NormColon 


4208 


637966 


1670.F22.gz43 261412 


F 


M00055682AB07 


UC2-NormColon 

V X ^vl XUV>V/XVsXX 


4209 


640826 


1670.M22.gz43_261419 


F 


M00055691A:D08 


UC2-NonnColon 1 


4210 


642321 


1670.D23.gz43 261426 


F 


M00055679B:E03 


UC2-NonnColon 


4211 


601137 


1670.123 .gz43_26 1431 


F 


M00055685A:E10 


UC2-NormColoxi 


4212 


416808 


1670.E24.gz43 261443 


F 


M00055681A:F02 


UC2-NonnColon 


4213 


647856 


1670.I24.gz43 261447 


F 


M00055685A:F02 

XVX v V \J \J \J JL X* X \SX* 


UC2-NormColon 


4214 


554564 


1670.K24.gz43 261449 


F 


M00055687CB04 


UC2-NormColon 


4215 


561422 


1671.107.gz43_261559 


F 


M00055711B:B08 


UC2-NormColon 


4216 


642288 


1671.P07.gz43 261566 


F 


M00055721B.D08 


UC2-NonnColon 

v*/ x»i/x# x l v/i inx^vyxvyix 


4217 


642062 


1671.E08.gz43 261571 


F 


M00055704AD09 


UC2-NonnColon 

V/ A» X 1 V/X XXE Wlull 


4218 


463368 


1671.K08.gz43 261577 


F 


M00055715A:D10 


UC2-NonnColon 

vy V->X* x i iii>m/vivai 


4219 


646028 


1671.D09.gz43_261586 


F 


M00055702C:D01 


UC2-NonnColon 


4220 


478192 


1 67 1 .M09.gz43_261595 


F 


M00055718A:F01 


UC2-NonnColon 


4221 


640947 


1671.D10.gz43_261602 


F 


M00055702C:F11 


UC2«NonnColon 


4222 


463548 


1671.G10.gz43 261605 


F 


M00055706B:H12 


UC2«NormColon 


4223 


640282 


1671 M10 ez43 261611 


F 


M00055718AH05 


UC2-NormColon 


4224 


41141 


1671.Bll.gz43 261616 


F 


M00055699CD02 


UC2-NormColon 


4225 


463368 


1671 111 ez43 261623 


F 


M00055711CA07 


UC2-NormColon 


4226 


558086 


1671 Jll ez43 261624 


F 


M00055713C-F12 


UC2-NormColon 


4227 


560546 


1671 C12 ez43 261633 


F 


M00055701AB04 


UC2-NormColon 


4228 


551415 


1671 E12 ez43 261635 


F 


M00055704BC04 


UC2-NormColon 


4229 


557710 


1671.N12.gz43 261644 


F 


M00055719A:D11 


UC2-NormColon 


4230 


649429 


1671 G14 ez43 261669 


F 


M00055707AB07 


UC2-NormColon 

KS \~ 1 1 Villi Vvlvil 


4231 


451401 


1671L14ez43 261674 


F 


M00055717B:A03 


UC2-NoraiColon 


4232 


642039 


1671.C17.gz43 261713 


F 


M00055701BC03 


UC2-NontiColon 


4233 


471268 


1671 F17 ez43 261716 

X W 9 X « X X 9 ifjf i f ^/ X« V X r X V/ 


F 


M00055705CF12 


UC2-NormColon 


4234 


417259 


1671 H17 ez43 261718 

x v f x «A x x / ♦ rjj ■ > * — ^ a* w x # x v 


F 


M00055709DG10 


UC2 -NormColon 


4235 


421826 


1671L17ez43 261722 

X V 9 X • X * • Cy&Ml^mS X»\S X / m *d * 


F 


M00055717B:E04 


UC2-NormColon 


4236 


465589 


1671.M17.gz43__261723 


F 


M00055718B:H11 


UC2-NormCoIon 


4237 


645505 


1671.N17.gz43J261724 


F 


M00055719A:G04 


UC2-NormColon 


4238 


510195 


1671.N18.gz43_261740 


F 


M00055719A:G12. 


UC2-NormColon 


4239 


492094 


1671.P18.gz43_261742 


F 


M00055722A.B05 


UC2-NoimColon 


4240 


453006 


1671.G20.gz43_261765 


F 


M00055707A:F11 


UC2-NormColoxi 


4241 


600115 


1671.P21.gz43_261790 


F 


M00055722A:C04 


UC2-NormColon 


4242 


641700 


1671.H22.gz43_261798 


F 


M00055710B:E04 


UC2-NormColon 
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SEQ 
ID 
NO 


CLUSTEB 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


4243 


466265 


1671.O22.gz43_261805 


F 


M00055721A:A07 


UC2-NonnColon 


4244 


553985 


1 67 1 .B23 .gz43_26 1 808 


F 


M00055700B:E10 


UC2«NormColon 


4245 


536415 


1 67 1 .L23 ,gz43_26 1818 


F 


M00055717CB07 


UC2-NormColon 


4246 


640282 


1671 N23 ez43 261820 


F 


M00055719CA09 

xtavvv*'^ » Jl/ViiiUy 


UC2-NormColon 

V/ V^X* 1 ^1 \J1 XXX\^f\JX\JXX 


4247 


498194 


1672A01ez43 261841 


F 


M00055722BA01 


UC2~NormOolon 

W Vv'XV i i KJX XXX VvvlvU 


4248 


641305 


1672E02sz43 261861 


F 


M00055725AF12 


UC2-NormColon 

Uvx l^v*ixllVvVJlV/Xl 


4249 


641070 


1672.H02.gz43 261864 


F 


M00055727DG01 


UC2-NormColon 

V/ V-/X. X t| \JX JllVA/lvU 


4250 


556326 


1672.B03.gz43 261874 


F 


M00055723AB08 


UC2-NormColon 


4251 


522497 


1672 C03 ez43 261875 


F 


M00055723DC04 




4252 


557833 


1672 E03 ez43 261877 


F 


M00055725A-G07 


UC2-NormColon 

V/ V>X< i. 1 Ui 111 V^wlVJiX 


4253 


647688 


1672B04ez43 261890 


F 


M00055723A:C04 


VJ VX 1> VJJ. lllV^VJlVJJ-L 


4254 


416377 


1672 M04 ez43 261901 


F 


M00055733DH01 


V^ V^ x. 1 1 V/l 1 11 V»/ V/i-VJxl 


4255 


643897 


1672 O04 ez43 261903 

1 \J I XV. VJV^T.J^X^TJ *-.\J L J \J *J 




M00055736BC08 


VJ V^x. 1^ VJl li-lVvUlL/xl 


4256 


645171 


1 672 A06 ez43 26 1 92 1 


F 


M00055722BG1 2 


VJ VvX. 1^ ILlV-A^IVJll 


4257 


649106 


1672C06ez43 261923 


F i 


M00055723DE05 


T ir^-NnrmPnlnn 

VJ V> x. I > vJl 1 11 v^ \ J1 Wxl 


4258 


454383 


1672 K06ffz43 261931 


F 


M00055731CF09 


T Ji rl 2«Nonnr , o1nri 

VJ V^X. i 1 V/XxllVvrVUV/lx 


4259 


649360 


1672B07ffz43 261938 


F 


M00055723AF04 


T JP2-"Nnrm Pnlon 

VJ V-/X- ""1 1 VJl 11 IVvVJl Vlx 


4260 


639458 


1672 K08 ez43 261963 


p 


M0005573 1 C H07 


TJC?~NnrmfV)1rHi 

VJ Vv< x-*"l > VJl 11 L V-/ VJ 1 VJ11 


4261 


642078 

W ■ X. \J t KJ 


1672Bllez43 262002 


F 


M00055723BA09 


UC2«-NormColoii 

VJV/XV 1 > \JX lllV-'Vyl WJLl 


4262 


642631 


1672 Lll cz43 262012 


F 


M00055733AG04 


UC2-NonnColoii 


4263 


650303 


1672 A12 ez43 262017 


F 


M00055722CE11 

1TJ.V/VU J-' f <iXV<Ul X 


UC2-NormColon 

WX 1 lUllUwulUU 


4264 


284586 


1672 C12 2z43 262019 


F 


M00055724A:C12 

1t1UvV/JJ / L ill. Vv X X. 


VJV— -x. l^V/llllVv'VJlV/lx 


4265 


642535 


1672 G12 ez43 262023 


F 


M00055727BF10 

ITWvvJ^ # X# / X^.X XV 


I JC2-Norm Colon 

VJ V>X« 1 1 V/l 11 IV/Ulvll 


4266 


642491 


1672 A13 ez43 262033 


F 


M00055722CF11 


UC2-NormColon 

\-J V>X» WlllLV^VJlWXl 


4267 


100821 


1672 P13 ez43 262048 


F 


M00055738BH11 


UC2-NormColon 


4268 


641056 


1672A14ez43 262049 


F 


M00055722DA07 


UC2-NonnColon 


4269 


642197 


1672B14ez43 262050 


F 


M00055723BC03 


UC2-NormColon 

UV/X 1^IV/1111VvV/1\J1x 


4270 


801 


1672E14ez43 262053 


F 


M00055725DB02 


UC2-NormColon 

VJ Vvx. A^lUl 111 Vv V/XV/U 


4271 


449956 


1672 N14 ez43 262062 

1U i x».l 1 n.SLTJ X*V#X>\/\SX# 


F 


M00055735CG08 


UC2-NormColon 

VJ V-/X. 1 ^| v/lXllVv\JXv/U 


4272 


645018 


1672 C15 ez43 262067 


F 


M00055724AE03 


UC2-NormColoii 


4273 


640879 


1672 K15 ez43 262075 


F 


M00055731DF09 


UC2-NormColon 


4274 


642263 


1672 015 ez43 262079 

X VJ # X#.V_/ XJ,^L>t»J AUi/U / .7 


F 


M00055736DD11 

mvuuj mj § »j \jxs ,xj x x 


UC2-NormColon 

U vi 1^1 VsllUVv'V/lV/xi 


4275 


647906 


1672 P15 pz43 262080 


F 


M00055738rr02 


UC2-Normrolnn 

VJ Vv'XV 1 X VJiXxxK^VJxVJxL 


4276 


559776 


1672G16ffz43 262087 


F 


M00055727CB02 


UC2-NormColon 

VJ V^rXV 1 <l V/l lULVv' \J1\J 11 


4277 


647060 


1672H16&743 262088 

X VJ # A<AAiviK£i i J X»VJXfV/OQ 


F 


M00055728BG1 1 


TJC2-Normrolon 

VJ V-/X. l^l V/l 111 V^ V/l V/ 11 


4278 


642315 


1672.116.gz43_262089 


F 


M00055729C:D11 


UC2-NoimCoion 


4279 


504501 


1672.L16.gz43_262092 


F 


M00055733B:F11 


UC2-NormColon 


4280 


460967 


1672.A17.gz43_262097 


F 


M00055722D.B10 


UC2"NormColon 


4281 


504568 


1672.C17.gz43_262099 


F 


M00055724A:G08 


UC2-NoimColon 


4282 


559828 


1672.D17.gz43_262100 


F 


M00055724DA02 


UC2-NoimColon 


4283 


455113 


1672.H17.gz43_ 262104 


F 


M00055728C:B08 


UC2-NonnColon 


4284 


477064 


1672.117.gz43_262105 


F 


M00055729C:E02 


UC2-NonnColon 
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SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


4285 


1558 


1672.J17.gz43_262106 


F 


M00055731A:G05 


UC2-NormColon 


4286 


419443 


1672.L17.gz43 262108 


F 


M00055733B.H05 


UC2-NormColon 


4287 


546705 


1672J18.gz43_262121 


F 


M00055729D:A06 


UC2-NoimColon 


4288 


235397 


1672J18.gz43_262122 


F 


M00055731A:H07 


UC2-NormColon 


4289 


651085 


1 672 .K 1 8 ,gz43_262 123 


F 


M00055732A:B04 


UC2-NormColon 


4290 


502826 


1672.N18.gz43 262126 


F 


M00055735DC01 


UC2-NormColon 


4291 


544797 


1672.A19.gz43J262129 


F 


M00055722D:E05 


UC2-NormColon 


4292 


489426 


1 672 ,B 1 9.gz43_262 1 3 0 


F 


M00055723C:B02 


UC2-NormColon 

v> X- i 1 Villi WviUU 


4293 


452212 


1672.E19.gz43_262133 


F 


M00055725D:F05 


UC2-NormColon 


4294 


646609 


1672,M19.gz43_262141 


F 


M00055734D:D01 


UC2-NonnColon 


4295 


556336 


1672.N19.gz43 262142 


F 


M00055735D:E10 


UC2-NonnColon 

W X i x/X IXlwWXwli 


4296 


467822 


1 672. C20.gz43_262 1 47 


F 


M00055724B.D04 


UC2-NormColon 


4297 


650397 


1672.L20.gz43 262156 


F 


M00055733CH12 


UC2-NormColon 

vy x«r x i vt til wiwJl 


4298 


37862 


1672.P20.gz43 262160 


F 


M00055738DG08 


UC2-NormColon 


4299 


644609 


1672.I21.gz43 262169 


F 


M00055729DF05 


UC2-NonnColon 


4300 


561968 


1672X2 l.gz43 262172 


F 


M00055733D:B11 


UC2-NormColon 


4301 


550049 


1672 P21 ez43 262176 


F 


M00055739AB02 


UC2-NormColon 


4302 


554708 


1672H22ez43 262184 


F 


M00055728DF02 


UC2-NnTm Colon 


4303 


608540 


1672P22ez43 262192 


F 


M00055739AB04 


UC2-NormColon 


4304 


470769 


1672A23ez43 262193 


F 


M00055722DG12 


UC2-NormColon 


4305 


642722 


1672 C23 ez43 262195 


F 


M00055724BG03 


UC2-NormColon 


4306 


645151 


1 672X23 .gz43 262204 


F 


M00055733DD04 


UC2-NormColon 


4307 


648265 


1672.N23.gz43 262206 


F 


M00055736AB11 


UC2-NormColon 


4308 


489249 


1672F24ez43 262214 


F ! 


M00055726DH12 


UC2-NormColon 


4309 


644173 


1682H02.gz43 262248 


F 


M00055770AG08 


UC2-NormColon 


4310 


642417 


1682L02sz43 262252 


F 


M00055774DA05 


UC2-NormColon 


4311 


553877 


1682.M02.gz43_262253 


F 


M00055775C:B10 


UC2-NonnColon 


4312 


530238 


1682 H03 ez43 262264 


F 


M00055770AH11 


UC2-NormColon 


4313 


553380 


1682X03.gz43_262268 


F 


M00055774D:B07 


UC2-NonnColon 


4314 


637387 


1682.E04.gz43_262277 


F 


M00055766B:E11 


UC2-NormColon 


4315 


634660 


1682.F04.gz43_262278" 


F 


M00055767AD10 


UC2-NonnColon 


4316 


642791 


1682J04.gz43_262282 


Fv 


M00055772A:H08 


UC2-NonnColon 


4317 


446163 


1682.K04.gz43_262283 


F 


M00055773C:C09 


UC2-NormColon 


4318 


641056 


1682.M04.gz43J262285 


F 


M00055775C:E10 


UC2-NormColon 


4319 


550562 


1 682.B05 .gz43_262290 


F 


M00055763B:D07 


UC2-NonnColon 


4320 


648320 


1682.A06.gz43_262305 


F 


M00055761D:C03 


UC2-NormColon 


4321 


446757 


1682.H06.gz43_262312 


F 


M00055770B:D06 


UC2-NormColon 


4322 


454540 


1682.K06.gz43_262315 


F 


M00055773C:H12 


UC2-NormColon 


4323 


458979 


1682X06.gz43_262316 


F 


M00055774D:E02 


UC2-NormColon 


4324 


641174 


1682.P06.gz43_262320 


F 


M00055780C-.E02 


UC2-NonnColon 


4325 


642852 


1682.E08.gz43^262341 


F 


M00055766B:H10 


UC2-NormColon 


4326 


488680 


1682.A09.gz43_262353 


F 


M00055761D:H08 


UC2-NormColon 
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SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ED 


LIBRARY 


4327 


27083 


1682.K09.gz43 262363 


F 


M00055773DG1 1 




4328 


524470 


1682.C10.gz43 262371 


F 


M00055765AA04 


T TP7 -"Norm Pnlnn 


4329 


463951 


1682.J10.gz43 262378 


F 


M00055772CE1 1 


T IP7-MfirmPnTnn 


4330 


584179 


1682 Cll ez43 262387 

X W X* • X X m ftftTtW X*\# AV«*/ W I 


F 


M00055765AR02 


T TP ? -Nrvrm P rvl r\n 


4331 


642460 


1682Dllez43 262388 


F 


M00055765DE06 


I TP9 -Nnrm Pnlnn 

\J W"li UI IIIV^UIUJJ. 


4332 


448944 


1682 Ell sz43 262389 


F 


M00055766CC11 


T TP9-NATwPn1riTi 


4333 


642082 


1682.FlLgz43 262390 


F 


M0005 5 767B D02 

ITIUVWJ 1 \J 1 XJ .XJ\1 jm* 


T IP9 -NArmPnlnn 

\J\^jL INUIILiV/VJJLUIJ. 


4334 


642095 


1682 Nil ez43 262398 


F 


M00055778D A03 


T TP9 -TSJorm Pr»1 nn 


4335 


562876 


1682H12cz43 262408 


F 


M00055770C-H1 1 


T TP9-NnrmPn1r»n 


4336 


453079 


1682.I12.gz43 262409 


F 


M00055771CA11 


V-^ V-/^ ll UI III V^UlUIi 


4337 


101499 


1682.L12.gz43 262412 


F 


M00055775AG09 


T JC9-Nnrm Pnlnn 

l^V/IIXIVA/IUii 


4338 


639829 


1682N12ez43 262414 


F 


M00055778DP03 


T TP9-NnrmPnlnn 

\J vi 1 > UI IIIV^UIUII 


4339 


642332 


1682 P12 ez43 262416 


F 


M00055780DD09 


T IP9-NnrmPn1nn 
\j \jfj£t ±y ui in v^uiuu 


4340 


541499 


1682 G13 ez43 262423 

X V/ w AW « X a fWmJ A/V^« I A«*^ 


F 


M00055768BH12 


T TP9-Nr*rm Pnlnn 

KJ V/4r 11 \J1 lllvAJlUU 


4341 


509410 


1682.I13.gz43 262425 


F 


M00055771CD0Q 


T TP9 -Nnrm Pnl nn 


4342 


89082 


1682 013 ez43 262431 


F 


M0005 5 780 A C04 


T JP9-NnrmPnlnn 

wV/A liUlllIV^UlUIl 


4343 


453091 


1682.P13.gz43 262432 


F 


M00055780DF08 


TJP9-NnrmPnlon 

UVL 1 lUllllV^UlUll 


4344 


639981 


1682A14ez43 262433 


F 


M00055762BB11 


I TP9-NnrmPnlnn 

vJ > Ul lllVsUIUll 


4345 


642564 


1682 B14 ez43 262434 


F 


M00055763CG08 


T TP9 -Nnrm Pnlnn 

\~/jZ* 1 1 Ul 111 V/ wl\Jll 


4346 


561558 


1682 014 ez43 262447 


F 


M00055780AC06 


vJ V^Z, 11V/1U1V^V71V/11 


4347 


562870 


1682 B15 ez43 262450 


F 


M00055763DB11 


T TP9-Nnrm Pnlnn 

VJ 1^1 UI 111 V^UlUll 


4348 


462742 


1682 D15 sz43 262452 


F 


M00055766A A01 


TIP9 -Nnrm Pnl nn 

VJ \^ijU "1 tiUI lllV^wlwll 


4349 


451037 


1682 E15 ez43 262453 


F 




T TP 9 -"NTnrm Pnl nn 

U Vy^~l>i Ul lll\_/UlUlI 


4350 


641563 


1682 J15 ez43 262458 


F i 


M00055772D-riO 


T TP9 -"Nnrm Pnl nn 

VJ Vsj^ \ri Ul II lXw-UlUll 


4351 


643940 


1682A16ez43 262465 


F 

X 




T TP9-Nnrm Pnlnn 

U V/Z IN UlIIlVw'UlUII 


4352 


642204 


1682 C16ffz43 262467 


F 


, M00055765A-ril 


T TP9 -Nnrm Pnl nn 

\J \sji.~L\ UI 111 VsUlUIl 


4353 


517912 


1682J16ez43 262474 


F 


M00055772D-D03 


T TP 9 -Nnrm Pnl nn 

U wZ,~lN UI Ull_yUlUIl 


4354 


641576 


1682 D17 ffz43 262484 


F 

X 


MO0OSS766AT)n8 


T TP9 -Nnrm Pnl nn 
\j Vj-x-xn ur iiiv^/Uiuu 


4355 


642082 


1682 F17 ez43 262486 


F 


M00055767D A12 


T TP9-NnrmPnlnn 

\J \*j6j L ^ \Jl 11 LVrvrlvll 


4356 


450211 


1682 017 ez43 262495 


F 


M00055780AE11 


T TP9-NnrmPn1nn 

VJKsZj iy Ul 111 V/U1U11 


4357 


621636 


1682 B18 ez43 262498 


F 


M00055764AF02 


T TP9-NnrmPnlnn 

\J V^Z« X > KJl IIIV^UIUIX 


4358 


639232 

V/ «_/ aw S 


1682 D18 ez43 262500 


F 


M00055766AE08 


TTP9-NnrmPnlnn 

\J\-r£t 1>|U1111\^U1U11 


4359 


450553 

■ +J \J +J +J mJ 


1682 J18 ez43 262506 


p 


M00055772DF10 

iTiUvUJ J / / jjjtXJ »X X\J 


T TP9 -Nnrm Pnlrm 


4360 


647940 


1682 K18 ez43 262507 


p 


M00055774BF07 


T TP9-Nnrm Pnlnn 

VJ KsZ. L 1 Ul 11 1 V^UIUXL 


4361 


461835 


1682 Ml 8 ez43 262509 


p 


M00055778AF09 


T TP9-NnrmPn1nn 

KJKjfZ* l^CUllLlv^UlUll. 


4362 


641496 


1682.018.gz43_262511 


F 


M00055780AF07 


UC2-NonnColon 


4363 


464510 


1682.H19.gz43_262520 


F 


M00055770D:E10 


UC2»NormColon 


4364 


642564 


1682.M19.gz43_262525 


F 


M00055778AF12 


UC2-NormColon 


4365 


629002 


1682.C20.gz43_262531 


• F 


M00055765AG02 


UC2-NormColon 


4366 


1093 


1682.D20.gz43_262532 


F 


M00055766A:H03 


UC2-NonnColon 


4367 


50351 


1682.E20.gz43_262533 


F 


M00055766D:D05 


UC2-NormColon 


4368 


642417 


1682.F20.gz43_262534 


F 


M00055767D:E07 


UC2-NonnCoIon 
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ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


4369 


466971 


1682.J20.gz43_262538 


F 


M00055772DH04 


UC2-NormColon 

w V_/X< X A v/X AX1 Vv V/AV/Al 


4370 


641185 


1682.K20.gz43_262539 


F 


M00055774B-H01 

XTAV/V/V/»/«^ / » • JJ .A iv X 


UC2-NoniiCol on 

XivvXXXXV>vJXv/XA 


4371 


644240 


1682.L20.gz43 262540 


F 


M00055775B-G02 

IVlvvvJJ r / J X-> . vJVii 


T IC^-Nnrm Cn 1 nti 


4372 


509027 


1682.M20.gz43 262541 


F 


M00055778A-G02 

±» AV/V/V/»/-/ / / U/li\JV^f 


VJ v_x ^ X i v/X XI 1V_/VJ1W1X 


4373 


546740 


1682.F21.gz43 262550 


F 


M00055767DF04 


UC2-NormColon 

VVV/Xi 1 y \J1 XXX VyAjUJXl 


4374 


559662 


1682.L21.gz43 262556 


F 


M00055775BG04 

XYAV/V/v/*/*/ » / *J XJ . VJ wT^ 


T 1C0 -Nnrm Hnlnn 

VJ V-/it» X > vJl XXX VyVJXUXX 


4375 


388688 


1682B22ez43 262562 


F 


M00055764BF05 


wvi x x v/i xxi\_/ vyxiyxx 


4376 


555140 


1682.G22.gz43 262567 


F 


M00055768D-G02 


T JC 1 ? -Normr'nlnn 

UV/^ 1 > \Jk XXlVy^JlVvXX 


4377 


640617 


1682K22az43 262571 


F 


M0005 5774CD09 


T TP^-MnrmPnlriTi 


4378 


447224 


1682 D23 sz43 262580 


F 


M00055766BB01 


T 1(^2-^1111 PnTnn 

w V/X- 1 > VJ1 1 1 X\_/ v/XUXX 


4379 


644765 


1682B24ez43 262594 


F 


M00055764CC07 


U VyX. XI V/l XXIV^/ VJX VJXX 


4380 


648996 


1682 F24 ez43 262598 


F 


M00055768AB05 


\j v*' ii v/i xxx v_^jx vjxi 


4381 


642036 


1682 124 ez43 262601 


F 


M00055772AC10 


\j v/x<"i^ yjx xiiv/Uxvjxx 


4382 


644914 


1682 J24 ez43 262602 


F 


M00055773BA07 


\J V/X i> v/X I XI V> v/lV/XA 


4383 


458425 


1682.M24.gz43 262605 


F 


M00055778BE01 


UC2-Nonnrnlon 

\J V/Xi X 1 UJ XI lV-/ty X yJXX 


4384 


556476 


1682N24ez43 262606 


F 


M00055779BF06 


W V/X^ X l V/X 1 LXV-zV/lV/XX 


4385 


672601 


1683 E01 ez43 262613 


F 


M00055785DC06 


VJ V_^ /-. 1 > v/l 111 V_/ L/l v/XX ! 


4386 


463290 


1683 HOI ez43 262616 


F 


M00055789C*F10 


UV_sX 1 t(V/XX11\_/V/XV/XX 


4387 


675768 


1683 D03 sz43 262644 


F 


M00055784CH02 


\J V/ii X 1 V/XXX1V_^V/1V/XX 


4388 


642146 


1683 H03az43 262648 


F 


M00055789DB04 

ATlUvV/fc/v' # uyx/,X»UT 


UC2-NormColon 

w \_/*-/ X > V/X X ll\_y V/XV/XX 


4389 


648905 


1683 F04 cz43 262662 


F 


M00055787BF10 

ATAV/V/V/fc/*-' / VJ / JJ.X Av 


TJC2-NormPo1oti s 

U 1 1 V/X 111 Vy v/iv/xx 


4390 


467306 


1683 104 ez43 262665 


F 


M00055790DG10 

XtAV/V/V/«/»^ / 7V/X/.VJ lu 


T IC^-NormColon 

VJ VyX~i> v/l X 1 1 v> v/X VJ1X 


4391 


497971 


1683 C05 ez43 262675 


F 


M00055783DB02 

JLtAV/V/V/»/«/ / L)J X„/ .UKfXt 


Ijr2-.Norriirolon 

X^V/XXX1V/V/XV/XA 


4392 


645508 


1683 N05 az43 262686 


F 


M00055795DE09 

XTAWV/a>'^/ » ^^X/.XJuy 


UC2-Normrolon 

V/V>*« X 1 V/X111V/V/XV/1A 


4393 


644047 


1683 O05 ez43 262687 


F 


M00055796BG05 


T Jr , 2-Normr , o1on 

VJ V_/ X 1 1 V/l 11 iv^v/xv/xx 


4394 


554117 


1683 K06 ez43 262699 


F 


M00055793AH09 


IJC2-Normrolon 

VJ V*/*« X > V/l It 1 Vy V/1V/11 


4395 


641919 


1683 K08 cz43 262731 


F 


M00055793BB06 


T TP2-NormPolon 

VJVyX 1> v/l 111V>V/1V/1X 


4396 


605761 


1683 L08 ez43 262732 


F 


M00055794A-D08 


UC2-Normrolon 

VJ V>X X ~ V/l X11V_>V/XV/1X 


4397 


549434 


1683 D09 cz43 262740 


F 


M00055785A:H08 

xtAV/v/v/»/ / ujrLiivO 


T IC2-MoTiTlPolOil 

VJ v>X l^tV/XlllVyV/lV/ll 


4398 


446595 


1683M09ez43 262749 

X WW .XtAV/^ igfaTJ £*\J£*f^s 


F 


M00055795AF09 

xTAV/V/V/«y »/ / *S A V/^ 


T TP2-MormPolon 

VJ Vj>X~X i V/l 1 11 V_/ UxV/il 


4399 


643350 


1683 F10 sz43 262758 

AV/VJ*/.A X X/ 4 \ +J £m\J£*imJ\J 


F 


M00055787CD09 


T ir2-NormPolon 

VJ Vv X X> V/l XXlV^v/lV^lX 


4400 


454485 


1683 M10 ez43 262765 


F 


M00055795AF17 


VJ \_/X~l > V/l 111 V_/V/lVjll 


4401 


647639 


1683 O10 ez43 262767 


F 


M00055796CE11 


UC2-Normrolon 

VJ v> X X V/l 11 1 V_^ V/X V/l 1 


4402 


510545 


1683 111 sz43 262777 


F 


M00055791BE02 

X~AV/V/V/«/«/ / «•» lXy,XJViM 


T IP2-NormPolon 

VJ 1 1 V/l 111 V/1V/U 


4403 


77144 


1683 Nil ez43 262782 


F 


M00055795DH08 


T ir2-NormCo1on 

VJ \_x Z> X l V/l 11 1 V/ V/l V/ll 


4404 


140909 


1683.C12.gz43_262787 


F 


M00055784A:B07 


UC2-NormColon 


4405 


650076 


1683.D12.gz43_262788 


F 


M00055785B:B06 


UC2-NormColon 


4406 


449836 


1683.F12.gz43_262790 


F 


M00055787C:E12 


UC2-NormColon 


4407 


642184 


1683.B14.gz43_262818 


. F 


M00055783A.-C06 


UC2-NormColon 


4408 


638962 


1683.H14.gz43_262824 


F 


M00055790BA08 


UC2-NormColon 


4409 


641700 


1683.M15.gz43_262845 


F 


M00055795B:F09 


UC2-NonnColon 


4410 


437580 


1683.N15.gz43_262846 


F 


M00055796A:A08 


UC2-NoriAiColon 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


4411 


456626 


1683.C16.gz43_262851 


F 


M00055784A:D05 


UC2-NormColon 


4412 


553979 


1683.016.gz43_262863 


F 


M00055796D:E06 


UC2-NoimColon 


4413 


640525 


1683.017.gz43_262879 


F 


M00055796D:E10 


UC2-NoimColon 


4414 


553546 


1683.H18.gz43_262888 


F 


M00055790B:D05 


UC2-NoimColon 


4415 


643230 


1683.A19.gz43_262897 


F 


M00055782B:C08 


UC2-NonnColoii 


4416 


523590 


1683.B20.gz43_262914 


F 


M00055783B:A04 


UC2-NormColon 


4417 


388085 


1683.M20.gz43_262925 


F 


M00055795C:B10 


UC2-NormColon 


4418 


457396 


1683X21. gz43_262940 


F 


M00055794C:D10 


UC2-NonnColon 


4419 


417617 


1683.023.gz43:262975 


F 


M00055797B:A11 


UC2-NormColon 


4420 


463821 


1684.G01.gz43_262999 


F 


M00055804D:F02 


UC2-NonnColon 


4421 


448787 


1684.M01.gz43_263005 


F 


M00055811C:A01 


UC2-NonnColon 


4422 


32812 


1684J03.gz43_263033 


F 


M00055807A:B10 


UC2-NormColon 


4423 


418340 


1684.A04.gz43_263041 


F 


M00055798B:D12 


UC2-NormColon 


4424 


462249 


1684.C04.gz43_263043 


F 


M00055800D:B03 


UC2-NormColon 


4425 


642099 


1684.P04.gz43_263056 


F 


M00055815C:B03 


UC2-NonnColon 


4426 


644915 


1684.A05.gz43_263057 


F 


M00055798B:F02 


UC2-NonnColon 


4427 


640222 


1684.GO5.gz43_263063 


F 


M00055805A:A02 


UC2-NormColon 


4428 


550370 


1684.K05.gz43_263067 


F 


M00055809A:B10 


UC2-NonnColon 


4429 


645560 


1684.A06.gz43_263073 


F 


M00055798B:G04 


UC2-NormColon 


4430 


513238 


1684.E06.gz43_263077 


F 


M00055803A:C06 


UC2-NormColon 


4431 


650231 


1684.M07.gz43_263101 


F 


M00055811D:C02 


UC2-NoraiColon 


4432 


644314 


1684.H08.gz43_263112 


F 


M00055806B:B10 


UC2-NormColon 


4433 


650782 


1684J08.gz43_263114 


F 


M00055808B:A04 


UC2-NonnColon 


4434 


648221 


1684.P08.gz43_263120 


F 


M00055815C:G05 


UC2-NortnColon 


4435 


554742 


1684.M09.gz43J263133 


F 


M00055811D:C12 


UC2-NormColon 


4436 


642962 


1684.P09.gz43_263136 


F 


M00055815D:A11 


UC2-NormColon 


4437 


455028 


1684.A10.gz43_263137 


F 


M00055798D:A10 


UC2-NormColon 


4438 


447015 


1684.P10.gz43_263152 


F 


M00055815D:B02 


UC2-NorniCoIon 


4439 


642653 


1684.Ell.gz43_263157 


F 


M00055803A:G08 


UC2-NormColon 


4440 


647336 


1684.01 l.gz43J263167 


F 


M00055814C:C07 


UC2-NormCoIon 


4441 


549640 


1684.Pll.gz43_263168 


F 


M00055815D:B03 


UC2-NormColon 


4442 


642198 


1684.G12.gz43_263175 


F 


M00055805B:C08 


UC2-NonhColon 


4443 


520320 


1684.112.gz43_263177 


F 


M00055807B:F05 


UC2«NoimColon 


4444 


644147 


1684.N12.gz43_263182 


F 


M00055813A:D10 


UC2-NormColon 


4445 


530774 


1 684.E 1 3 ,gz43_263 189 


F 


M00055803B:A11 


UC2-NonnColon 


4446 


375814 


1684.H14.gz43_263208 


F 


M00055806C:E09 


UC2-NoimColon 


4447 


446789 


1684J14.gz43_263.209 


F 


M00055807B:G10 


UC2-NormColon 


4448 


210839 


1684J14.gz43_263210 


F 


M00055808B:H07 


UC2-NonnColon 


4449 


490414 


1684.B15.gz43_263218 


F 


M00055800A:F02 


UC2-NormColon 


4450 


503491 


1684.M15.gz43_263229 


F 


M00055812A:E01 


UC2-NonnColoa 


4451 


486134 


1684.D17.gz43_263252 


F 


M00055802B:H03 


UC2-NormColon 


4452 


639441 


1684.117.gz43_263257 


F 


M00055807C:F05 


UC2-NormColon 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


4453 


551683 


1684.N17.gz43_263262 


F 


M00055813C:E03 


UC2-NormColon 


4454 


649035 


1684.P17.gz43_263264 


F 


M00055816A:C04 


UC2-NormColon 


4455 


639194 


1684.F18.gz43_263270 


F 


M00055804B:C02 


UC2-NormColon 

XX A* 1 1 \JX XXAXx vivii 


4456 


454772 


1684.K19.gz43_263291 


F 


M00055809C:E11 


UC2-NoimColon 

XX XXX* X 1 K/A AIl\/\/4vli 


4457 


649995 


1684.L19.gz43_263292 


F 


M00055810D:G04 


UC2-NonnColon 


4458 


466016 


1684.M19.gz43_263293 


F 


M00055812B.F03 


UC2-NonnColon 


4459 


494271 


1684.N19.gz43_263294 


F 


M00055813D:B12 


UC2-NormColon 


4460 


460517 


1684J20.gz43_263306 


F 


M00055808D:C12 


UC2-NormColon 


4461 


470602 


1684.121.gz43_263321 


F 


M00055807D:C04 


UC2-NormColon 


4462 


640537 


1684.B22.gz43_263330 


F 


M00055800C:E11 


UC2-NonriColon 


4463 


643991 


1684.D22.gz43_263332 


F 


M00055802C:E12 


UC2-NormColon 


4464 


564382 


1684.C23.gz43_263347 


F 


M00055801D:E06 


UC2-NoimColon 

XX v*# X i x*l XXX vvlvlA 


4465 


529325 


1684.G23.gz43_263351 


F 


M00055805D:H01 


UC2~NormColon 


4466 


455665 


1684.L23 .gz43_263356 


F 


M00055811B:A03 


UC2-NormColon 


4467 


645700 


1684.A24.gz43_263361 


F 


M00055799C:D09 


UC2-NormColon 

WSA> J. IV/llllV/vlvU 


4468 


520320 


1684J24.gz43_263370 


F 


M00055808D:F09 


UC2-NonnColon 


4469 


648752 


1684.M24.gz43 263373 


F 


M00055812C:B07 


UC2-NormColon 


4470 


642850 


1684.024.gz43_263375 


F 


M00055815A:H12 


UC2-NormC!olf)n 


4471 


556896 


1970.H01.gz43 263397 


F 


M00054702A:C06 


UC2-Co1f)TiMetT ,iver 


4472 


549238 


1970.101.gz43_263398 


F 


M00054703D:E07 


UC2-ColonMetLiver 


4473 


551941 


1970.M01.gz43 263402 


F 


M00054710D:A02 


UC2-ColonMetLiver 


4474 


552055 


1970.G02.gz43 263412 


F 


M00054699DA12 


UC2-ColonMetLiver 


4475 


483141 


1970.H02.gz43 263413 


F 


M00054702AF03 


UC2-ColonMetLiver 


4476 


561434 


1970 102 ez43 263414 


F 


M00054703DF04 


UC2-ColonMetLiver 


4477 


453708 


1970.K02.gz43 263416 


F 


M00054707BB08 

ATX v \J \J »X T / XJ 9 XX , XX \J \J 


UC2-ColonMetLiver 

V-* V^X. v> Ul l/AAl Y IV 1.1 /A V v>A 


4478 


557935 


1970.A03.gz43 263422 


F 


M00054689CB11 


UC2-ColonMetLiver 

W \-'X» V/VJlUAAlYXvULwA V vl 


4479 


509202 


1970 H03 ez43 263429 


F 


M00054702AH03 


UC2-ColoiiMetLiver 


4480 


549388 


1970.B04.gz43__263439 


F 


M00054690D:G03 


UC2-ColonMetLiver 

XX V/yAwl 1 1 TXw vxxx v xvx 


4481 


^551243 


1970.C05.gz43_263456 


F 


M00054693A:C09 


UC2-ColonMetLiver 

xx xx xyyiyi iiTXVUm V Wl 


4482 


549557 


1970.N05.gz43_263467 


F 


M00054712C:C07 


UC2-ColonMetLiver 


4483 


551527 


1970.A06.gz43 263470 


F 


M00054689D:E12 


UC2-ColonMetLiver 


4484 


553128 


1970.E06.gz43_263474 


F 


M00054696B:H11 


UC2-ColonMetLiver 


4485 


549151 


1970.K06.gz43_263480 


F 


M00054707C:D02 


UC2-ColonMetLiver 

XX V** V/VAvUlTlvlX^l ▼ x/x 


4486 


32021 


1970.O06.gz43 263484 


F 


M00054714B:F05 


UC2-ColonMetLiver 


4487 


552598 


1970.P07.gz43 263501 


F 


M00054715D:E11 


UC2-ColonMetLiver 


4488 


552051 


1970.D08.gz43_263505 


F 


M00054695A:A12 


UC2-ColonMetLiver 


4489 


491827 


1970J09.gz43_263527 


F 


M00054706A:G10 


UC2-ColonMetLiver 


4490 


552625 


1970.O09.gz43_263532 


F 


M00054714C:E01 


UC2-ColonMetLiver 


4491 


552073 


1970.Mll.gz43_263562 


F 


M00054711C:A08 


UC2-ColonMetLiver 


4492 


552649. 


1970.E12.gz43J263570 


F 


M00054697A:E03 


UC2-ColonMetLiver 


4493 


389201 


1970.H12.gz43_263573 


F 


M00054702D:E07 


UC2-ColonMetLiver 


4494 


552682 


1970.112.gz43_263574 


F 


M00054704D:F02 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


4495 


552686 


1970K12ez43 263576 


F 


M00054708A:F1 1 

ItIUUUJt / vun.1 x 1 


UC2-Cn1nTiMptT ivpr 

\s K*\lX\JXXx¥X v5 LLrl V CI 


4496 


559389 


1970A14ez43 263598 

17/ VtiVlTtgL^J ^V/»/i77u 


F 


M00054690BB02 

1VXVV/V7 JtU7 \J XJ ,XJ\J Z* 


Ur!2-Pn1nTiMf*fT ivpr 

V>U1V/1X1VXCLX-»1VC1 


4497 


562216 


1970 E14 ffz43 263602 


F 


M00054697AG06 


U wZ»"\xU10JJlVlClJ-/lVCl 


4498 


452392 


1970 H14 ez43 263605 


F 


M00054702DF05 


v7 ^ V> IJlUxllVlC ULrl V CI 


4499 


552314 


1970 114 ez43 263606 


F 


M00054705BC08 


TIP2-Pn1nnTvrpi-T ivpr 

v7 v«> V^V7ILF1X1VXCLL/1 VC1 


4500 


584499 


1970 F15 az43 263619 

17/v.l Xmf.gZrTJ LUJU17 


F 

1 


M00054699A G0 1 

1tX\7V/\/ 1 *'^V77 7.iY.VJ W X 


TIP2-Pr»1nnMptT ivpr 

^ v^Z, V^iJlUxilVlC LL/1 VCI 


4501 


552418 


1970A16ez43 263630 


F 
i 


M00054690BD10 


TIP2-PnlnnMpfT ivpr 

\J \s£* VyUltlllLVlCLl^l VCI 


4502 


551996 


1970F16az43 763635 

X7/VS.X XVJ.£^Z/TJ £*\JJ\J*JiJ 


F 1 


M00054699BA05 


TTP2-Pr»1nnMptT ivpr 

*J \^Z,~V^UlUlllVlCLl_(l VCI 


4503 


549945 


1970 H16 ez43 263637 

17/ VilllU.gLTj 4*\J-J \JJ 1 


F 


M00054702DH10 

IVlvvUv' i / v£l/<lllV 


TIP2-Pn1nnMptT ivpr 


4504 


527679 


1970 116 ez43 263638 

17/Villv,gLTJ £*\J ~? \J*J \J 


F 


M00054705BD02 


TIP2-Pn1riTiMptT ivpr 

UV/a> V^VJlUlXlYXCUl^l VCI 


4505 


391511 

*J S X-f X X 


1970K16ffz43 263640 

17/ vdVlVigfa^J ivJ V TV 


F 


M00054708BF04 


TIP2-Pr»1nnMptT ivpr 

UCir V/V71V7XIiVlCLX_fl VCI 


4506 


490393 


1970P16**743 263645 

X7/V.X lV/>g£*TJ Z>UJUT>/ 


F 


M0005471 6BD06 


TIP2-PnlnnMptT ivpr 

U V-^Z. - V^VJIUIUVIC LLilVCI 


4507 


552197 


1970 T, 17^743 263657 


F 
i 


M00054710RB10 


TTP7-Pr»1rm1ViptT ivpr 
IJ V^UlUlilVlCLljl VCI 


4508 


550975 


1970 01 7 pz43 263660 

i7/v,vi / .g*i*tJ AUjyuu 


F 
i 


M00054715AG02 

1tiuv/vJ*t / iJri.vjuz. 


V_/^J1U1x1V1CLXj1 VCI 


4509 


498454 


1970 118 pz43 263670 


F 
i 


M00054705BE04 


T JP2-Pn1fwiMpfT ivpr 

v v^x> Vs UlUlllVXC IXj 1 V CI 


4510 


553938 


1970N18ez43 263675 


p 


M00054713CD07 


TTP2-PnlnnMptT ivpr 

V7 C^t Vsx/llMXXTlCLlwl VCI 


4511 


448332 


1970 C19 2743 263680 


F 
i 


M00054693DA08 


TTP2-Pn1nnMpfT ivpr 

WV^Z.~\»/<JIUIUVXCIXj1VC1 i 


4512 


550053 


1970 J19 ez43 263687 


F 


M00054706CB12 


TJP2-PnlnnMptT ivpr 

\J V> \^\J\. V 111 VXC LX-/1 V CI 


4513 


550330 


1970 B20 ez43 263695 


F 


M00054692BC06 


TTP2-Pn1nnMptT ivpr 

W V_rZ. V>\JlV7XllVxC LX-/1 V CI 


4514 


450755 


1970P20pz43 263696 


F 

X 


M00054693D-C04 


TTP2-Pn1nnMptT ivpr 

v«rZ> 171171X1 VXC LLwl V CI 


4515 


420686 


1970R71 j»743 263711 

17/Vil/Arl^g^^J J /ll 


F 

X 


M00054692BD01 

lYXW\/«/*TV/7d£>XJ.X7V/ X 


T TP 7 -P ol nn IVf pfT ivpr 

w V>Z> H V>171V7lIiVlCUuI VCI 


4516 


552581 


1970 F71 a743 263714 


F 

X 


M00054697C-F1 1 


TTP2-Pr»1nnM^ptT ivpr 
UvZ, V/ UlUIUVIC LL/1 VCI 


4517 


551995 


1970 F71 oz43 763715 


F 


M00054699P-A04 


TTP2-PolnnMpfT ivpr 

\J Vx^,~V'171UxXlVXCLX_<l VCI 


4518 


521557 


1970FT72a743 263733 


F i 

X. 


M00054703CF01 


T TP ? -P ol nn ~\Af*t*\ ivpr 

. \J V^Z.~V/VJIUI11V1CL1jIVCI 


4519 


553358 

JJJJJO 


1970 T72 <*743 263735 


, F i 

I X 


M00054706DB03 


TTP2-Pri1nTiMptT ivpr 

\J \^Z>~V/UIU1UV1CUU1 VCI 


4520 


558768 


1 970 T 72 &743 263737 


F ' 

X i 


M00054710PA12 


TTP2-Pn1nn'\/rptT ivpr 

\J \-/^. V^UIUJ11V1CLL»1VC1 1 


4521 


42994 


1 970 B23 a743 263743 

X 7 / V/.X7^.7 .g^TJ Z.VJ-7 / *T-7 


F 

X 


M00054692C-R02 

lVX\7\/\/-'"V7^»Vy • X7V/Z. 


UP2-Pft1nnMptT ivpr ' 

V^WAr^VA/lUXllVXCUL/lVCl j 


4522 


555255 


1 970 G73 0743 263748 


F 

X 


TVT00054701 DH05 


TIP2-Pn1nnMpfT ivpr 

\J \s£m V^UlUlXlVXCUL/1 VCI 


4523 


4510^2 


1970 02^ o743 263756 


F ' 
i 


M0005471 5PT)05 


TTP2-Pn1nnMpfT ivpr 

vJ V^Z>** V^(JlUliIVlCUL/l VCI 


4524 


554477 


1 970 T74 o743 263766 


F 


M00054705r-D1 1 

xYlwV/V/ J*t / UJV/.I/ 1 1 


TTP2-Pn1nnlV/rptT ivpr 

\J V^Z,~ V/UlUllIVlClXf l V CI 


4525 


5603 1 7 


1970 K94 074^ 263768 


F 1 


M00054709A- A 1 0 


TTP2-Pn1nnTVfptT ivpr 

w V^UIUIIIVXCUL/IVCI 


4526 


554900 


1903 T01 ot43 263783 

1 77J Jul .gcrrJ jLXjD 1 O D 


F 


M00054863DR05 

1V1U \J \J J *t O U D xJ ,Xlu J 


T TP?-PnlrvnTV/fptT ivpr 

\J ~ V^UlUIxlVlCLL/l V CI 


4527 


560254 

«7\7V/Z. J't 


1993 T 01 az43 263785 

1 77J . JLiV/ 1 .gZ.'T J Z.V7-7 / 0*7 


F 


M00054866R-r01 

1VXV/V/V/«7*tOU\JXJ. wv 1 


TIP2-Pn1nnMptT ivpr 

\J\»s£* V>VJlUlxlVXCLX^l VCI 


4528 


555740 


1 993 F02 oz43 263794 


F 

X 


M00054857r-G09 


TIP2-Pn1nnMptI ivpr S 

V7V/^ V/vrl\JlXlVXCLl-/lVCl 


4529 

TJA7 


551212 


1 993 F02 <tt43 263795 


F 

X 


M00054858D-r04 


TTP2-Pn1nnMptT iver 

\J ^ \-> Ul L/1XI VI C Ll V CI 


4530 


554456 


1993.G03.gz43_263812 


F 


M00054859D:E09 


UC2-ColonMe£Liver 


4531 


493303 


1993.M03.gz43_263818 


F 


M00054867B:D02 


UC2^olonMetLiver I 


4532 


522648 


1993.P03.gz43_263821 


F 


M00054870C:C05 


UC2-ColonMetLiver 


4533 


559885 


1993.A04.gz43_263822 


F 


M00054852C:G03 


UC2-ColonMetLiver 


4534 


554257 


1993H04.gz43_263829 


F 


M00054860D:D01 


UC2-ColonMetLiver 


4535 


554524 


1993.B05.gz43_263839 


F 


M00054854A:H06 


UC2<;olonMetLiver 


4536 


554672 


1993.C05.gz43_263840 


F 


M00054855B:E04 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


OWE 
NT 


CLONE ID 


LIBRARY 


4537 


560714 


1993 D05 ez43 263841 


F 




TTP?-r , olnnA/ff*tT ivf*r 

IJ V> Z- V> UlUlliVlCLL/1 vcr 


4538 


557852 


1993 G05 sz43 263844 


F 


MG0054850D-frfl4 


TTP?-PnlnnlV/rptT ivAr 


4539 


553295 


1993.J05.gz43_263847 


F 


M00054864R-R07 


TTP?-fVilnnMptT iv*»r 


4540 


559027 


1993.N06.gz43„263867 


F 


M0005486RP-m 1 


u ^z- v^oionivieij-fiver 


4541 


548861 


1993.B07.gz43_263871 


F 


M00054854R-P04 


u\^z-v>uioiuvieLLfivcr 


4542 


554500 


1993.E07.gz43^263874 


1 F 


M00054R57TVT719 


u i^z- ^oiomYieuLJ ver 


4543 


5??507 


1993.I07.gz43J263878 


F 


M00054RA9P'*nn^ 


u \^z-\^oioiUYieii-iiver 


4544 


501 534 


1993J08.gz43_263895 


F 


M00054R64R-nOR 


U l^Z-^010IUVi6XjLlVoT 


4545 


556715 


1993.A09.gz43_263902 | F 


M0005485?TYnOQ 


u L/Z"\^oioiuvicii-»iver 


4546 


406807 


1993.C09.gz43_263904 


F 


M00054R55P-P0£ 


u -i^oioiuYicxi-/ivcr 


4547 


554084 


1993.D09.gz43_263905 


F 


1W00054R57A-"R1 1 




4548 


554407 


1993.E10.gz43_263922 


F 


A/TOOO 54858 A 'P05 




454Q 


555068 


1993.F10.gz43_263923 


F 


A/f00054»50A«"nin 
iviuuu jho j y/\. U 1 u 


u ^z-v^ioniviexi-#ivcr 


4550 


4364? 


1993.K10.gz43_263928 


f : 


mo on 5 4R 6 5 r -wnd 


T TP 9 -P/^lrttiTV/fo+T nmi> 

u ^ZH^oioiiLVieuLiver 


4551 


505506 


1993.L10.gz43_263929 


F 


M00054R66P-O07 


T TPO_P^\tr\n\/f^tT fxro-r 


455? 


504434 


1993.O10.gz43_263932 


F 


M00054R6QTVF0? 


TTP0_Pr\1r»«'\/r#afT ii«»r 


4553 


55570? 


1993.P10.gz43_263933 


F 


M00054870TVG08 




4554 


55613? 


1993.All.gz43_263934 


F 


M00054853 A • A 1 0 


KJ \^Z»"V^OIOI1LY1.CLJ-/1 VCI 


4555 


555667 


1993.Fll.gz43_263939 


F 


1U000 5 48 5 0 A "P0? 


U l^Z^-^UlUIliVlCLLjlVCr 


4556 

tJJU 


51Q10Q 


1993JlLgz43J263943 


F 


M00054R64.P* Am 


U V>Z -V^OlGIUYlCU-dVCT 


4557 


450870 

*t-/ UO&7 


1993,B12.gz43_263951 


F ; 


M00054854r-T40? 


T TP 9 -Pr»1 r»n A /fp«fT nrpr 


4558 


4635 n 


1993.M13.gz43„263978 


F 


M00054867D-H03 


TTP9_Pr»1r»r»lVyff»tT iirpr 

v^z,-^uiunivicLLfi vcr 


4550 


557306 


1993.N13.gz43_263979 


F 


M00054860A- A00 


u i^z-v^ioiuvieii-fivcr 


4560 


557077 


1993.L14.gz43_263984 


F ; 


M00054855T1*<t1 ? 


uv^z,*A>AJiuriJivicLijivcr 


4561 


554756 


1993.D14.gz43_263985 


F 


M00054857 A -O00 


\J ^Z.~V^UlUIIiYi,CLl>rVv>r 


456? 


487306 


1993.E14.gz43_263986 


F 


M00054858 A -1106 


T TP9 -Prtl rvn AA&tl \\/(*r 

u v^^"\^uiuinvicLL/ivcr 


4563 


560?50 


1993.H14.gz43_263989 


F 


* M00054861R-T408 


TTP9_Pr»1rvn"MWT iT/pr 

u i^Z"i^oioiuviciX/ivcr 


4564 


40?74? 


1993.L14.gz43_263993 


F 


M00054866n*r03 


u \^z-v^oiuiuvicTXfiver 


4565 


300017 


1993.P14.gz43_263997 


F 


M00054871 A-P04 


TTP9_Pr»1r»tiA>f»fT tirpr 


4566 

*tJUU 


554080 


1993.D15.gz43_264001 


F 


M00054857 A Ol 9 


TTP9_P/\1/\nV/f*»fT «/#>r 

u^z-^oionivicTjjivcr 


4567 


550714 


1993.E15.gz43_264002 


F 


M0005485R A -HOR 


TTP9_PnlnnA/Tp»tT iTr^r 

u \^z-Ly oioiiivieuji vcr 


4568 


56706? 


1993.115.gz43_264006 


F 


M00054R/;^ A * A 1 1 




4560 


304567 


1993.K16.gz43_264024 


F 


M00054R65TYT7O5 


TTP9-PnlriTilVyfp+T \\ip*t 
\J V^Z,~\^UlUlliVlCLL(lVCl 


4570 


457875 


1993.N17.gz43_264043 


F 


M00054RAO A -T103 


T TP9-Pr»1r»nK/T<=*fT ii/*>r 

ij ^z^oioiuYicLLriver 


4571 


55307? 


1993.O17.gz43_264044 


F : 


M00054870R- A 1 7 


TTP?-Pn1nn]V/fptT ivpr 

\J KsZ. UIUIILVIC UL>I V CI 


4572 


522703 


1993.A18.gz43_264046 


F 


M00054853B:E07 


UC2-ColonMetLiver 


4573 


451491 


1993.E18.gz43_264050 


F 


M00054858B:A10 


UC2-ColonMetLiver 


4574 


551811 


1993.H18.gz43_264053 


F : 


M00054861C:E10 


UC2-ColonMetLiver ! 


4575 


599433 


1993.A19.gz43_264062 


F 


M00054853B:E10 


UC2-ColonMetLiver 


4576 


593343 


1993.D19.gz43_264065 


F 


M00054857B:D08 


UC2-ColoriMctLiver 


4577 


554613 


1993.C20.gz43_264080 


F 


M00054856A:F08 


UC2-ColonMetLiver 


4578 


497365 


1993.G21.gz43J264100 


F 


M00054860C:E04 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORE 
NT 


CLONE ID 


LIBRARY 


4579 


555553 


1993 021 ez43 264108 


F 


M00054870BG12 


TJC2-CnlnnMptT iwr 

VvVIUXXXVXC LXjI V CI 


4580 


481641 


1993 P21 ez43 264109 


F 

X 


M0005487 1 A -H07 


TIP9-nnlnnA/TpfT twr 

^^JIUxxlYlCLljlVCr 


4581 


557974 


1993 M23 sz43 264138 


F 


M00054868B-A05 


w v^^*vAfxuxiiviciiwi vcr 


4582 


557719 


1993 F24 ez43 264147 


F 

X 


M00054859DD02 


TIP9-PnlnnMf*tT ivpr 


4583 


551591 


1993 L24 ez43 264153 


F 

X 


M00054867AG01 


TIP9-PnlnnKfptT iwr 


4584 


553586 


1993 P24 ez43 264157 


F 


M00054871BE10 

ItIUUwJ^O 1 X XJf .XJ X KJ 


TJP9-PnlnnA/TptT ivpr 


4585 


553983 


2018J01ez43 264167 


F 


M00055049BF05 

1YX\J\J\J*J -SKJ'T^ XJ .X \JJ 


TIP9-PnlnnMptT iwr 


4586 


557939 


2018N01ez43 264171 


F 

X 


M00055053DG04 

XVXVV/V/-7-7 KjJJ xJ ,VJ V/T^ 


TTP9-PnlnnA/fpfT ivpr 


4587 


549858 


2018 P01 2z43 264173 


F 

X 


M00055056PA05 


TTP9-Pnlnn"MptT ivpr 
w V/l V^UlUJxxVJLCLiwl vcr 


4588 


561838 


2018F02ffz43 264179 


F 

X 


M00055045DF10 


TIP9«.Pnlf»Ti , \/IptT ivpr 

\J Kjr&r v/UlUxliVxCllwl VCI 


4589 


561438 


2018A03ez43 264190 


F 

X 


M00055 03 9 A *G06 


TTP9-Pnlr»n"\/rptT ivpr 


4590 


447555 


201 8 TM03 ez43 264203 

A.vy J. O.liUJ .^Z-.^t_; ZU*tZv/J 


F 


M00055054A-A10 




4591 


556490 


2018 104 ez43 264214 


F 

X 


M00055048PP06 


TTP9-.PnlnnA/TptT ivpr 


4592 


554372 


2018 L04 j*z43 264217 


F 

X 


M00055051PF10 


1 TP9-PnlrmA/TpfT fi/pr 


4593 


557504 


2018P04ffz43 264291 


F 

X 


M00055056PP05 


T TP9-Pn1nn"MpfT ivpr 


4594 


555340 


7018 R05 <rz43 264723 


F 

X 


"M00055041 A-P09 


TTP9-Pn1nn\TptT ix/pr 
U V^Z.-^UlUxxiViCLLflVCl 


4595 


540000 


2018 L05 <rz43 764233 


F 

X 


M0005505 1 DDI 9 


TTP9-Pn1nnl\/fptT ivpr 


4596 


528775 


2018 O05 P743 764236 


F 

X 


M00055055R-rT1 1 

. 1VX\J\J\JJJkJJ**XJ.XXX X 


w^Z. V^UIUxllVxCLL/lVCI 


4597 


553012 

*J*J JV IZi 


2018 P05 <*z43 764737 

ZW X O .X \JU .gLitJ Z.U*TZ>«7 / 


F 

X 


M00055056PD07 

lvi.\J\J\J JJ v JU \s.xJ\J I 


TTP9-Pr»1rtnTV/TpfT ix/pr 
w wz,"v>oiuxxivicLiwi vcr 


4598 


386940 


9018 FT06 (X743 264945 


F 

X 


M00055047P -HI 1 




4599 


559775 


9018 K06 o74^ 964948 


F 


M00055050H-P01 


TTP9-Pn1r»nA^#»+T -ii/pr 

u v^z, -v^oionivicxijivcr 


4600 


493261 


20 1 8 M06 az43 264250 


F 


M00055059DG1 9 


T TP 9 -Pol nr> A/TpfT \ vpr 
u v^z, "v^oiOxuvici reiver 


4601 


555660 


2018 A07 {X743 264254 


F 

x^ 


M0005503QRF09 


TTP9-Pn1nnMptT ivpr 

L7 V-^ Z UlUIXLVxC UL-/JL V CI 


4602 


561901 


2018 C07 ez43 264256 


F 

X 


M00055042AD09 


TTP9-Pnlrm'MptT ivpr 

fvi V^UlUlxiVxC UL*1 V CI 


4603 


554936 


201 8 H07 pz43 264261 

£*\J 10,1 x\J 1 f_, Z*\J^Z*\J X 


F 

X 


M00055047PF07 


TTP9-Pn1nnMpfT ivpr 

UUi V^UIUxxIYXCLLjIVCI 


4604 


555010 


2018 T07 pz43 264263 


F 

X 


M00055049r-Hl 2 


TTP9-PnlfmMptT ivpr 

*J V^Z. V'UlUixlVXCUL/l V CI 


4605 


560801 

■/vVUV X 


2018L07pz43 264265 


F 

X 


M00055051DF01 

xyx\j\j\uj \jj xxj .x v/x 


TTP9-PnlrniMptT ivpr 

\J V>Z — V^UlUxxlVlC LXwl V CI 


4606 


555993 


2018A08ez43 264270 


F 

X 


M00055039BG11 


TTP9-PnlnnMptT ivpr 

UVvZ. V>VJ1UXLLYXCLI-»X V CI 


4607 


465207 


2018 H08 ez43 264277 


F 

X 


M00055047CF08 


TTP9-PnlrmMpfT ivpr 

\J v>Z ~ V>UlUxliVlClJ-<l V CI 


4608 


419153 


201 8 TOR £?743 264278 


F 

x^ 


M00055048DD08 


TIP9-PnlnnMpfT ivpr 
*J VyZr~VAIlUIlxYlCU-fl vcr 


4609 


562808 


2018P08P743 964985 


F 


M00055056PF04 


TTP9-Pn1nn'MptT ivpr 

(J v^Z * V/UlUIxiVrC LLfl V CI 


4610 


601365 

\J\J X ^ KJ*J 


2O18A0Q(T743 964986 


F 


M00055039BH1 0 

mvuV/JJuJ7JJ.I xx\J 


TTP9-Pnlnn"N/fpfT ivpr 

U V^Z "V^UlUlxiVlC LLfl V CI 


4611 


375380 


2018F09pz43 264291 


F 

X 


M00055046R*r07 

xYX\J\J\J-J J kJ^kjXJ . vyv / 


TIP9-Pn!fin'MptT ivpr 

U \^Z~\ w /UlUlxiVICLx_/l VCI 


4612 


561216 


2018 T09 P743 9649Q5 


F 

x^ 


M0005 5O4QDD0Q 


TTP9-PnlnnA/TptT ivpr 
U V^Z^-v^y lUILLVlCULfl VCI 


4613 


498629 


901 8 O00 or43 964300 


F 


Mooos50s5rrnQ 


TTP9-Pr»1rmlV/fptT ivpr 


4614 


555524 


20 1 8.B 10.gz43_264303 


F 


M00055041B:D11 


UC2-ColoiiMetLiver 


4615 


549008 


2018.C10.gz43_264304 


F 


M00055042B:B09 


UC2-ColonMetLiver 


4616 


555771 


2O18.E10.gz43_264306 


F 


M00055045A:F03 


UC2<blonMetLiver 


4617 


515115 


2O18.O10.gz43_264316 


F 


M00055055C:D02 


UC2<k)loxxMctLiver 


4618 


529733 


2018.All.gz43_264318 


F 


M00055039CB05 


UC2<k)loixMctLiver 


4619 


553850 


2018.Ell.gz43_264322 


F 


M00055045A:F12 


UC2<k)loiiIvIctLiver 


4620 


557735 


2018.Gll.gz43_264324 


F 


M00055047A:E07 


UC2<^lonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


4621 


555798 


2018 HI 1 S243 264325 


F 


M00055047D-C12 


T Tfl2-rolnnMefT J ver 

VJV/<£* V^VIUAUtXwUjA VwA 


4622 


553108 


2018 Mil ez43 264330 


F 


M00055053BA02 


I Jf*2-ColonMetT Jver 

W Z> V> V71 V7XX1 r X w VXuX V bl 


4623 


555708 


2018 C12 cz43 264336 


F 


M00055042BE02 


T Tr2-rolntiMptT ,ivf»r 

L7 \_^A> V>UAV7AAAVA VlXwA V t»A 


4624 


559699 

JJ7U77 


2018E12ez43 264338 


F 

X 


M00055045BA04 

1VXV7 UyjJ V7*Tw'X-> .AUt 


V7 " V>LI1LIAAAYXV LA-/1 VC1 


4625 


551068 


2018 K12 ez43 264344 


F 


M00055051AC09 


VJ V> Vj'VJUJAAlVXC LA-/ 1 Vvl 


4626 


559246 


2018 L12 ez43 264345 


F 


M00055052AF07 

1YX V/ v/UJJV/J ^.jV . A V7 / 


U V> V/AVIAXAVX W IXwI V wA 


4627 


557401 


2018P12ez43 264349 


F 


M00055056DB06 


T TP7 -CnlnnMetT .iver 


4628 


557525 


2018M13ez43 264362 


F 


M00055053BC02 


T TP7 -PolonMetT Jver 

\J \s** V^v/AV/AAAtXvIAjA Vvl 


4629 


8997 


2018N13ez43 264363 


F 


M00055054BE10 

liluvVJ J \J*J~XJ ,Xj X \J 


T IC7 -ColntiMetLiver 


4630 


560720 


2018 E14 ez43 264370 


F 


M00055045BC08 


I JC2 -ColoiiMetLiver 

\J \^*JL* V/VlvlliTlWlXVl V Wl 


4631 


558120 


2018G14ez43 264372 


F 


M00055047A:H05 


T JC2-ColonMetLiver 

\J \~t£*f \^AJ\\J\XXVX w LX^A V Vl 


4632 


349744 


2018 114 ez43 264374 


F 


M00055048DH04 


UC2-ColonMetLiver 


4633 


561259 


2018 A15 ez43 264382 


F 


M00055039DD07 


UC2-ColoiiMeLLiver 


4634 


557326 


2018 G15 ez43 264388 


F 


M00055047BA10 


T jr2-TolonMetLiver 

lu/ v^a« VvVJlVJlJJ.VXV^t.1— /I V wl 


4635 


449437 


2018J15ez43 264391 

ZfUlUtJ U,g£itJ iUTJyl 


p 


M00055050AD1 1 


T TP 7 -Hnl nnMptT ivpr 

\J V^iL UU HJ1 Al VA & |Avl V vl 


4636 


555340 


2018 K15 ez43 264392 


p 


M00055051AG09 

iTA v v v J J v lix.VJV/7 


T jr2-ColonMetLi ver 

v V»HJHj11-LtXwLA-*A V vl 


4637 


555172 


2018 C 16 ez43 264400 


F 


M00055042CB05 


UC2-ColonMetLiver 

^/ vl/lvlllVlv 1 * " V vl 


4638 


Z*Os*J AVJ 


2018G16&743 264404 


F 


M00055047BB03 


UC2-ColonMetLiver 

v7 \u£* V>/vAwAAAVXvtXjA V vl 




557779 


701 8 HI 6 &743 764405 


F 1 

X | 


M00055048AA04 


T Tr2-r , n1r>nMetT .iver 

\J vyVlwULLVAv UL/A V vl 


4640 


556169 


2018T16&743 764407 

£*\J A O.J A \J.gCrtJ ilrttv/ 


F 

A 


M000 55 050 A H08 


T rr 1 7-r , nlnnMetT J ver 

L7 V^Z> i7Al7AXlVXwLAwA VwA 


4641 

tut A 




9018 K16 0743 764408 


F 

X 


M00055051 AT410 


T TP7-PnlnnA/T etT ,iver 

vl vUU1A1VAvLA-/1 VOl 




5^6391 


7018 P16 0743 764413 

^uio,r ivj 4 ^z.*tJ ZiVrT*Ti-? 


V 

X J 


M00055056D141 7 

AVXw V/\/-7«7 V-7\7iy .XX 1 <& 


\J \s£m V^VJl vxxAVXwUUA VwA 




567949 


7018D17&743 764417 


F 

X 


M00055044AA08 


T TP7-Pnlrmlvf etT .iver 

\J "V^VJiVJlAiVXvtA-/lVvA 


4644 


551371 


2018 LI 7 &743 764425 


F 1 

X 


M00055052BE03 

LVX\J\J\JJ^\J*J£.XJ.X-i\J J 


T TP7 -PnlnnMetT .iver 

VJ vvl WAA1VX wivivl V vl 


4645 


562292 


201 8 Ml 7 (jt43 264426 

^vrXU.AVXX / ,j^£J1J iU*TTLU 


F 


M00055053PB03 

IrluuUJ J \7«J ~/ \_y ,XJ\JmJ 


T ^7-^01011^/1^1 .iver 1 

\»7 V»/^# V_/ UAV7AA1VX vUl— 'A V vl 


4646 

tv iU 


555082 


2018 Nl 7 ^743 764477 


F 

X 


M00055054B(*t1 7 

1VA W \7 V/ J _/ U JtJJ . VJ X Z> 


T Tr , 7-Pr»1nnMetT .iver 

vlVJAAlVXvlX^l V vl 


4647 


562272 


2018 P 17 ez43 264429 


F 

X 


M00055057AA04 


T Tr2-ColnnMetT .iver 

\J \«/ vlvAAlVXvULvl V vl 


4648 


555883 


2018 A18 ez43 264430 


F 


M00055040AF01 


I JC2-ColonMetLiver 

\J V^>— V71 vULLVX vUL/1 V WX 


4649 


558389 


2018 F18 ez43 264435 


F 

X 


M00055046CC05 


T TC2-Cn1nnMetLiver 


4650 


463341 


2018O18&743 264444 


F 

X 


M00055056AH12 


1 TP2-PnlnnMetT.iver 

\J\s£* \s vIVJIAlVXvULfl Wl 


4651 


553002 

•J -J -J \J\J 4- 


2018 P18 ez43 264445 


F 

X 


M00055057AA05 


I JC2-ColonMetLiver 

\J V_/^ \»y wAvXIAVXwUlwA V Wl 


4652 


224812 


2018E19bz43 264450 


F 


M00055045CH05 


UC2-CoIonMetLiver 

V^^» vVJtvlUYlvUJl V WX 


4653 


206098 

±* \J \J \J *s \J 


2018 J19 cz43 264455 


F 


M00055050BE11 

lflvv V/— ' — ' \J -J \SXJ ,Xv X X 


UC2-ColonMetLiver 

\J vvlvlllTlvkul V WX 


4654 


453893 


2018 H20 ez43 264469 


F I 


M00055048A-F04 


lJC2-roloiiMetLiver 

\J \^Jt* vUlvlllTAVUvl V Wl 


4655 


557308 


2018N21&743 264491 


X 


M00055054DA02 


I JC2-rolonMetLiver 


4656 


470617 


2018.B22.gz43_264495 


F 


M00055041C:H12 


UC2-ColonMetLiver 


4657 


555057 


2018.N22.gz43_264507 


F 


M00055054D:E12 


UC2-ColonMetLiver 


4658 


447815 


2018.A23.gz43_264510 


F 


M00055040C:G08 


UC2-ColonMetLiver 


4659 


561963 


2018.N24.gz43_264539 


F 


M00055055A:B03 


UC2-ColonMetLiver | 


4660 


551544 


2018.P24.gz43_264541 


F 


M00055057B:B01 


UC2-ColonMwtLiver 


4661 


555213 


2018.D07.gz43_264641 


F ■ 


M00055043B:B01 


UC2-ColonMetLiver 


4662 


555010 


2018.J07.gz43_264647 


F 


M00055049C:H12 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTEF 


SEQ NAME 


ORIE 
NT 


CLONE DO 


LIBRARY 


4663 


505451 


2018.P07.gz43_264653 


F 


M00055056C:E10 


UC2-ColonMetLiver 


4664 


555993 


20 1 8.A08 .gz43_264654 


F 


M00055039BG11 


UC2-ColonMetLiver 

Wv*< V^UlVXLLYXwLXwi. Vwl 


4665 


465207 


2018.H08.gz43_264661 


F 


M00055047CF08 


UC2-ColoiiMetLiver 

V v>^. \^ V/x V/XXX TX V LXvl V vl 


4666 


557834 


2018.K08.gz43 264664 


F 


M00055050DF04 


Ur2-r i olfm TVfptl .ivpr 

V^VFxUlXLVX^tl^lVVl 


4667 


557882 


20 1 8.L08.gz43_264665 


F 


M00055051DG01 


Ur2-r , olonlVfptT >iver 


4668 


551711 


2018.B09.gz43 264671 


F 


M00055041BC10 




4669 


555524 


2018.B10.gz43 264687 


F 


M00055041BD11 


VJ V>Z» W WlV^lXlVXwLX^A Vwl 


4670 


446739 


2018.J10.gz43 264695 


F 


M00055049DD10 


UC2-ColonMetLiver 


4671 


385531 


2018.P10.gz43 264701 


F 


M00055056CH07 


VJ V^X. \_^WlUXLLVXwUXwl Vwl 


4672 


559052 


2018.Fll.gz43 264707 


F 


M00055046BD02 


UfI2-f!o]onMefT ,iver 

*J *w/ wli/XXl fit L-I— '1 V vl 


4673 


553108 


2018.Mll.gz43_264714 


F 


M00055053BA02 


UC2-ColoiilV[etLiver 

w wUlvlllTlb I.I Jl Vwl 


4674 


397338 


2018.A12.gz43 264718 


F 


M00055039C:D11 


Un2-Co1onM ef T .iver 

\J VsX» V^\/xV/XIXVX&LXvl V vl 


4675 


559699 


2018.E12.gz43 264722 


F 


M00055045BA04 


UC2-r , olonMetT J ver 

W \s ** V^1V/1X1 VX V LX-fl Vvl 


4676 


553975 


2018.O12.gz43 264732 


F 


M00055055CE08 


UC2-Co1on M etT ,i ver 

\J w*» VlwXXl »X w Lxvl Vwl 


4677 


561994 


2018.B13.gz43 264735 


F 


M00055041BF04 


UC2 -ColonMetLi ver 

\J\-r£* w vlvlxlTlvUl-'l V vl 


4678 


448098 


2018.C13.gz43 264736 


F 


M00055042B:E05 


UC2-ColoiiMetLiver 

KJ WvlvlXl >Xv 1 ' " VVl 


4679 


558254 


2018.D13.gz43_264737 


F 


M00055043D:D10 


UC2-Co3oiiMetLiver 

^/ V-'** V>U1v1UtXvUJ1 rvl 


4680 


557420 


2018.F13.gz43 264739 


F 


M00055046BE08 


UC2^olonMetLiver 

\J \J IwXIX TX w L.I Ji V vl 


4681 


558007 


2018 G13 ez43 264740 


F 


M00055047A-H04 


Ur2-rolonM etT ,iver 

\J \**JL V/ WlWlllTXwLl— <1 Vwl 


4682 


557525 


2018 M13 gz43 264746 


F 


M00055053B-C02 


UC2-CoIonMetLiver 


4683 


450765 


2018.C14.gz43 264752 


F 


M00055042B:E08 


UC2-ColoriMetLiver 

C V_/ £r wvlvlxl TX W UU1 V vl 


4684 


247 


2018D14ez43 264753 


F 


M00055043DF07 


Ur2-rolonMetT iver 

\J W> ±- V> wlVJxJU. TX v LuX Vwl 


4685 


560720 


2018.E14.gz43 264754 


F 


M00055045B-C08 


UC2-rolonlVretT Jver 

\J \*r£* \y \JI\JU1 TXw Li— /X V Vl 


4686 


491799 


2018 F14 ez43 264755 


F 


M00055046BF06 


TTr^-PnlnnlVfprT ivpr 

Im/ V^^t \^WllJxxiYXv/LX-/l V wl 


4687 


558120 


2018G14ez43 264756 


F 


M00055047AH05 


Tir7-Po1nniVTptT iver 

\J\j£* V^VJlUxxxVlt LX-/1 V vl 


4688 


432970 


2018K14ez43 264760 


F 


M00055051A-E11 

J-VXVW V/w'-/ V/^ X^l.XwX X 


X1C7-Cn\nnM(*tl iver 

\J V_/Z< V^VJxUlllVlvLXjl VC1 


4689 


561259 


2018A15ez43 264766 


F 


M00055039DD07 


T Jf^-rVilon Mf*tT .iver 

W Vs V^VFlwlXl VX V LX^l V vl 


4690 


551630 


2018 015 ez43 264780 


F 


M00055055DD11 


TTP?-Cn1rm\TpfT iver 

VJ V^vIVJJXLVIvLXjI V t/l 


4691 


461 


2018M16ez43 264794 


F 


M00055053CA12 


T TP ? -Col nrt A/fpfT iver 

\J V/A, V-A^HJxxXTXvLX-rl V wl 


4692 


555399 


2018A17ez43 264798 


F 


M00055040AC02 


TTr , ?-r , oloniVrptT iver 

KJ Kj£* "V^wxvxllTlwXX-wl Vwl 


4693 


554149 


2018B17az43 264799 


F 


M00055041OC10 


T JC2-ColonMetT .iver 

\J wZr V^wlwlllTXwLXwl V Vl 


4694 


553603 


2018 G17 ez43 264804 


F 


M00055047BB10 

iTlvvv*/ JV~ / XJ . x_J x V/ 


T JC7-CoIon MptT .iver 

V*/ V>^> v> VlV/lXxTX v LJLyl Vwl 


4695 


552641 


2018 K17 ez43 264808 


F 


M00055051BB08 


I TP ? -Cnl nn IVfptT iver 

\J VxV/lVJXX_LYXt LX-/1 V vl 


4696 


562292 


2018 M17ez43 264810 




M00055053CB03 


TTP?-PoInnMetT iver 

*J V^^"*^/Vxv/lxlTXvLX-fl V wl 


4697 


562272 


2018P17ez43 264813 


F 

X 


M00055057AA04 


Tir , ?-r , olonMpfT iver 

KJ V>^> V* VlXLTi^ UXjI V vl 


4698 


450755 


2018.D18.gz43_264817 


F 


M00055044A:C02 


UC2-ColoiiMwtLiver 


4699 


555892 


2018.E18.gz43_264818 


F 


M00055045C:F09 


UC2-ColonMetLiver 


4700 


551793 


2018.G18.gz43_264820 


F 


M00055047B:C03 


UC2-ColoxiMetLiver S 


4701 


553002 


2018.P18.gz43_264829 


F 


M00055057A:A05 


UC2-ColoiiMwtLiver 


4702 


487182 


2018.119.gz43_264838 


F 


M00055049A:F10 


UC2-ColonMwtLiver 


4703 


206098 


2018J19.gz43_264839 


F 


M00055050B:E11 


UC2-ColoiiMetLiver 


4704 


557572 


2018.K19.gz43_264840 


F 


M00055051B:D07 


UC2-ColoiiMwtLiver 
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LIBRARY 


4705 


551334 


2018.M19.gz43_264842 


F 


M00055053C-F06 


UC2-ColonMetLiver 


4706 


561046 


2018 120 gz43 264854 


F 


M00055G49AG03 

ATX V V V«S*# V T/rtfVJVi/ 


UC2-ColonMetLiver 

\J V_/X< V/ V71 V/AA1VAV/LA-/1 V vl 


4707 


454664 


2018.L20.gz43 264857 


F 


M00055052CB12 


UC2-ColonMef T .i ver 

w V>^» V71 VJAAiVA vLAjI ¥ vl 


4708 


551616 


2018N20cz43 264859 


F 


M00055054PG10 

ATAV/vvJ JV/J"TVy. \J IV 


T JP2-rV»1nnMpfT ivf»r 

\J\-f£- wVJIV/IAIYAvLAjIVva 


4709 


559294 


2018P20ez43 264861 


F 


M00055057AD10 


UC2-ColonMetT,iver 1 

\J\~t£. V/VJlVjAAlTAvkA^l V \jY 


4710 


548935 


2018 C21 ez43 264864 


F 


M00055042DG03 

ArAV v v J J UT^^»JL/.\J V/ J 


TIP7-r , olnnMpfT \\jpt 

UV/i VAJIwAUYAwULm Vwi 


4711 


488970 


2018 F21 ez43 264867 


F 


M00055046CE07 


Ur7-Po1nnMetT ivpr 


4712 


555751 


2018A22ez43 264878 


F 


M00055040BF02 


T IP7 -Pol nnMptT ivpr 

U V^Z,-V^UlUiAJ.VACLL#l VCi 


4713 


423588 


2018 C22 ez43 264880 


F 


M0005 5 042D -H02 

iva vw j j u*tz>a/ , a lyjjj 


TTP7-PnlnnMptT ivpr 

lJV^Z,"V^VJlvJliiVAvULjlVC'l 


4714 


551578 


2018E22ez43 264882 


F 


M00055045DA07 


TIP2-PnlnnMpfT iver 

VJ V^-fc^VyV/AV/AAIYAvtAwA V wl 


4715 


556171 


2018 G22 ez43 264884 


F 


M00055047BG06 

aYAvvvJ J v^ / aJ. VJV/Vy 


TIP7-PnlnnMptT ivpr 

VJ V^X>~V^lV/AlAYAwLAvl VCi 


4716 


451172 


2018P22$*z43 264893 


F 


M00055057A-F10 


TTP7-Pn1nnA/TptT ivpr 


4717 


555250 

•*s <J ~J \J 


2018 B23 ffiz43 264895 

MviO.U^fJ.Ui^J LVTT07J 


F 


M00055041DB07 

IVAv vv J JVJ*T a U.AJVJ 1 


TTP7-Pn1nnMpfT ivpr 

VJ V^Z/~\^VJlVjAAiVACLA-»l VCI 


4718 


476268 


2018 G23 az43 264900 


F 

A 


M00055047BG1 0 

1Y1UUUJ JUt / A7.VJJ AV 


T rP?-Po1nnMpfT ivpr 

Vj V^>C*^UlUIliYlCLJLil VvX 


4719 


553349 


2018K23P743 264904 


F 


M 0005505 1 C-R05 


TTP9-PnlnnA/TpfT ivpr 

VJ V^Z>*~V4JlUlAiYAClJUl VCI 


4720 


551561 


2018 023 oz43 264908 


F 


M 00055056BGO 1 


TTP?-PnlnnMpfT ivpr 

VJ V^ jL.^_/VJ1VJALLtAV/UAw1 VCJ 


4721 


555173 


201 8 P24 erz43 26491 2 


F 

A 


M00055043AB06 


TTP9-Pn1nnMpfT ivpr 
vj v^^~v^uiuiaiyicll^i vcr 


4722 


557382 


2018 L24 ez43 264921 


F 

A 


M00055052DB05 


TTP7-Pn1nnMptT ivpr 

VJ Vw»Z.^^V^1VJaa1VACLLj1 VCi 


4723 


555616 


2020 H01 ez43 264933 


F 


M00055081AE08 

iTivwVJ J v/o irv.jjvo 


TTP7~Pn1onMetT ivpr 

VJ W<X."V/VI1VJaA1VAV/LAj1 VCI 


4724 


549607 


2020 J01 ez43 264935 


F 

A 


M00055083BE05 

irxvvvJJvOJii.l^uJ 


TIP7-Pn1nnMefl ivpr 

VJ V^Z. V/ VJ I VJ All VA V LAwl VCI 


4725 


492893 


2020 L01 ez43 264937 


F 


M00055086AB 1 0 

1V1WVJJVOVA.U 1 V 


TTP7-Pn1onMetT ivpr 

VJ V~/^» V/ VJ1 VJ All VAVy LAwl VCI 


4726 


556471 


2020 E02 ez43 264946 


F 


M0005 5 077D BO 1 

IVAv UV J J V / /AS.AJ'VA 


T TP7-Pn1nnMpfT ivpt 

VJV>A V^VJlVJAAlYAVvUUiVCl 


4727 


556542 


2020 L02 ez43 264953 


F 


M00055086AC09 

1V1VVVJJV0U/\,V/V7 


TTP2-PnloTiMptT iver 

VJV_'Z» \_»VJiVJlllYAt<LAjl VCI 


4728 


551283 


2020 N02 ez43 264955 


F 


M00055088DA01 

1V1vUUJJvOOJL/./av 1 


TTP7-Pn1oTiMetT ivpr 

VJ V^x. V/VJlV/lALTACLiwlVCi 


4729 


558720 

J JQ 1 £->\J 


2020 C03 ez43 264960 


F 

A 


M00055076A-C06 

lUUvU J J V/ / vXTl..V/V/v 


TTP7-Pr»1ntiMptT ivpr 

VJ V-/^. VA/lVJiiiYACU^l VCi 


4730 


555512 

J J J J 


2020 A04 ez43 264974 


F 

A 


M00055071DF06 

luuuu J J v f Ji/.i v/v 


TTP7-PnlnnMpfT ivpr 

VJ \~f^ wVIIVIIAIVACIAjI VCi 


4731 


549129 


2020 D04 az43 264977 


F 

A 


M00055077AB07 

ivjivuujju / / rv.iJv / 


TTP?-Pn1ntiMpfT ivpr 

VJ V^A*V^UlV/AilViCUL*l VCI 


4732 


556497 


2020 J04 ez43 264983 


F 

A 


M00055083C-C05 

IVlvUUJJUOJV/.V'Vj 


TTP7-PnlnnMptT ivpr 

UvZ. V-/VJiVJXAlVAVvlJ_iiVCl 


4733 


561422 


2020 N04 P743 264987 


F 

A 


M0005^088DB08 

IViUvUJJUOOL/.DUO 


TTP9-Po1nTiMptT ivpr ' 

VJ \s V/iV/IALYAC li_/i V CI 


4734 


556408 


2020 O04 ez43 264988 


F 

A 


M00055090CB03 

lVlvUUJJv7vV/<JJVJ 


TIP7~Po1nnMpfT ivpt 

VJ V/ VJ1 VJ AALVAVv lAwl V CI 


4735 


556635 


2020 B05 ez43 264991 


F 


M00055075AC09 

IVJLvvvJJV / JA. vu7 


TJC2-Co1onMetT iver 

VJ V/ VsaVJ JAJ.Y A Vv Ll_/1 V vl 


4736 


555368 


2020 C05 ez43 264992 


F 

A 


M00055076AD11 

iVlvvVJJv / UxV.l-/ A A 


TJP2-Po1rtnTVfetT ivpr 

VJ VdfX> V^ VJI VJALLV AC VAwi V CI 


4737 


495408 


2070 FOfi *>r43 26501 1 


A 


M00055078H-G04 


TTP9-Pn1nnMptT ivpt 

VJ V/i" V^UlUIliYIClJLfl VCI 


4738 


552161 


2070 NOfi a741 26501 1 


F 


M0005S081BF10 


TTP2-PnlrinA/fptT ivpr 

VJ v^Zf~\»y vivJiilViCU-M. VCI 


4739 


556446 


2020 K06 &z43 265016 


p 


M000S5084DB01 

1V1V U V J J v OtJL/ . iJ V A 


TJP2-PolonMetT iver 

VJ v V> VilVJAIAVACUUI V CI 


4740 


557476 


2020.L06.gz43_265017 


F 


M00055086B:D10 


UC2-ColonMetLiver 


4741 


556559 


2020.O06.gz43_265020 


F 


M00055090C:C12 


UC2-Col()AiMvtLiver 


4742 


548943 


2020.K07.gz43_265032 


F 


M00055084D:C09 


UC2-ColonMetLiver 


4743 


555126 


2020.P07.gz43_265037 


F 


M00055091BA07 


UC2-ColonMvtLiver 


4744 


142614 


2020.E08.gz43_265042 


F 


M00055078A;C05 


UC2-ColoiiMvtLiver 


4745 


453756 


2020.M08.gz43_265050 


F 


M00055087D:D08 


UC2-ColoiiMetLivvr 


4746 


556040 


2020.G09.gz43_265060 


F 


M00055080B:G10 


UC2-ColonMvtLiver 
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NO 
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NT 


CLONE ID 


LIBRARY 


4747 


557454 


2020 N09 IT743 265067 




M0005 5 0 80 A -FT06 
iviu u \j j juo yrY.snx/K) 


^Z "^UlUxllVlClJ-dVCr 


4748 


452822 


2090 C1 1 cr743 265088 


F 


A/T00055076R-F08 


U V>/Z ~ v_/ UlUIliVlCU-fl V CI 


4749 


464905 


2090 El 1 Q743 265000 




M00055078A-F10 


U v^Z ~ v^Ul UlJi VI KZUjI V CI 


4750 


509505 


9090 F1 1 ov43 965001 
Lwi.u.rii,gz,7j ZUJU71 


F 

r 


M00055070A-FT05 
iviuv/u j JV/ / xr\.nu j 


u v^z •^oionivictLiver 


4751 


555061 


9090 H1 1 0743 965003 

Z.UZU.-0.1 1 ,gZ I +J_ZU JU>rJ 


F 


M00055081PA19 


\j v^z^^oioruvicXLiiver 


4752 


556668 


9090 T1 1 (T743 965005 

Z.UZU.J 1 l.gZtJ ZOJU7J 


F 


M0O055O83n-D08 


u v^z-i^oioiuvieixjivcr 


4753 


549810 


9090ri9a743 965104 

Z,UZU.\-/l.Z..gZ , TJ ZDJ lUt 


F 


M00055076R-F04 


U L/Z-\^010IUVlCLLrlVct 


4754 


557760 

J-/ / / UU 


9090 F 1 9 0743 965 1 06 

ZUZU.JZrlZ.gZ'rJ ZDJ 1UO 


F 


M00055078A-F01 

IVlUUu J J U / Or\..r U 1 


u ^z-\^oioiuvicu-fivcr 


4755 

*T / JJ 


554084 


9090N19ar43 965115 

.Z.VJZ.U.rN IZ.gZtJ ZOJ11J 


F 


M0005508OR-r01 


U ^Z~\^010IuVlCU-flVcr 


4756 


16009 


9090P19a*43 965117 
zwzu.r iz.gz*t j zu j 11/ 


F 


M00055001 P*"R04 
lvii/uu j j\jy i \s. jjuh 


u wz-i^oioinvicu-fiver 


4757 


551349 


9090 T 13 (*743 965190 


F 


M00055086n-P07 


TTP9-.PnlnnA/TpfT tvpr 
U ^/Z""v>UlUIliVlClJ-vlVCl 


4758 

t/JO 


455890 

*tJ JOZU 


9090 A14&743 965134 


F 


M00055074Ti-F05 
1V1U \J\J J J U / *tJj . £»U J 


T TP9 -PrJrmlVyTfa+T ii/A-p 

u i-/Z -i^oionivicxLiiver 


4750 


555710 
JJJ / iu 


9090 T1 4 cr743 965 1 49 
ZUZU.llH.gZTO^ZOJ 1H-Z 


F 


M00055089TVP0R 
IVIUUUJjUoZJ-I.HUo 


U L/ZH^OlOliivlcXLrlVcr 


4760 


407086 
*\y /uoo 


9090 014^743 965148 


F 


■M"000550QOn*lHn^ 
1V1UUU J JUS? UU , EAjj 




4761 

*T / OI 


56148Q 


9090 PI 5 <*743 965154 
ZUZU.Jtll J.gZ*t J_ZOJ 1 J*f 


r 


^000550781^^05 
IvlU UU J j U / OX5 .r U J 


u L/Z-\^oioniVieiL>iver 




558616 
J JOOIO 


9090 171 5 rr743 965155 
ZUZU.r U.gZ*f J__ZOj1 JJ 


r 


\yf00055070P-n06 

iviuuuj ju /yv^.ouo 






550071 

JJ^U / 1 


9O0O PI 5 rr-y47 965165 
ZUZU.r 1 J.gZ*tJ_ZOJ IOj 


r 


■\/T0005 50010*1^1 1 

ivtuuujjuyiv^.jji i 


U wZ -^OlOllLVlCtLilVci 


4764 


550701 
JjU /Ul 


9090 PI 6 rr-743 965168 
ZUZU.V^lO.gZHO^ZOJ lOo 


F 


A^OOO 5 5 076R • H06 
IVIUUUJ JU / DD.rlUD 


U l^Z -VA)10IUVlCXI-a VCT 


4765 
*t /OJ 


551Q76 

jj iy /o 


9090 C±\ 6 r*^^ 965179 

zuzu.vriD.gZHj_zoji /z 


r 


1V^00055080T^' A 01 
IVIUUUJ jUoUU./V.U 1 


u L/Z -^oionivicTijiver 


4766 


460944 


9090 T16 o-z43 965174 
ZUZU.llO.gZHO ZOJl/f 


F 


A/T000 5 5 0 89 n • no 1 

iVlUUW J J UoZly. UU 1 


U V^Z ~V^OIOIliVlCLL(lVCr 


4767 


55680? 
JJOoUZ 


9090 T1 6 ^43 965175 
ZUZU.J 10.gZ*f jjcOj 1 / J 


F 


M00055084A -T710 
IVlUUUJjUo^f/V.IilU 


u ^z-\^oioniviexL(iver 


4768 
*t /OO 


454010 

*rJf , yiU 


9090 liT 1 6 n-z41 965 1 76 
ZUZU.Ivl O.gZHJ ZOJ I/O 


F 

Mr 


M00055085R-n09 
IVlUU U J J Uo J a . L/UZ 


ulz -^uiumvieu-fiver 


476Q 
ivy 


jj i zih 


9090 T 16 n-rA'X 965177 
ZUZU.JU 10.gZ*rJ ZD J 1 / / 


J? 


M0005 5086TI -H07 
JVAU UU J JUo OU , JtaU / 


U ^Z-v^lCHUVlcU-flVor 


4770 

*r/ /U 


619061 

01Z701 


9090F17»*43 965187 


F 


M0005507QTYA03 
LVlVKJy/ J J U / y\J . Au J 


ULZ OOlUlLLViCLL^l VC1 


4771 


465446 
H-OJHt-O 


9090 T 1 7 nvAl 965 1 00 
ZUZU.ll / .gZfJ ZOJl^U 


F 


M00055089TVWO9 
iviuuuj j u oz jl/ . nuz 


TTP9_P/\1niVMV*fT nror 


A110 
H-/ /Z 


556Q95 
J JOi^ZJ 


9090 T1 7 nrrAI, 965101 
ZUZU.J 1 / .gZHO_ZOJ lyi 


F 


"N/T0005 5084 A -F 1 0 
IVIUUUJ JUu*tA.P 1U 


u i^z-v^oioiiivicii-fivcr 


4773 


08860 


9090 017 cr-743 965106 
zuzu.wi / .gZT-j zd j lyo 


F 


M00055000TYF03 
AVIUUUJJUi'UL/.rUJ 


u i^/ z ~ v^ioDivieuLfivcr 


AHA 


553379 


9090 HI 8 cry43 965905 
£.\jzaj . n i o .gz*T j zoj zu J 


F 
r 


M0005508ir*n01 

1V1UUU J JUO 1 Vy.VJU 1 


T TP9_Pr\1rm\/fptT iirpr 
Uv^Z~\^1011LVlCtJL#lVCl 


4775 


558931 

JJOZJ 1 


9090 T18 cr743 965907 

, ZUZU. J lo.gZ't J ZOJZU/ 


F 


M00055084R- A04 

XVl\J UU J J UO flD .Avt 


T TP9 -Pn1 nnA/fpfT ivpr 
U V^Z"^010I11V1CiJj1 V vl 


4776 
*t / # u 


55331 8 

J J J J 1 o 


9090 G10 a743 965990 

ZUZU.VJl J'.gZ'T J £*\JJ £*£*\J 


F 


M00055080D-F07 

IVIUUUJ JUOUJL/.JQU f 


TTP9 -Pnlrm A/fptT iver 

U V^Z WUlUiliVlvLLjlVvX 


4777 


440613 


9090H1Qct743 965991 


F 


M00055081TH04 
iviuuuj juo i v> .nut 


TTP9-Pn1nnM^ptT ivf»r 

U V>Z V/UlUIJiVlCU-#l V Ci 


477ft 


560507 


9090 "M10 fro-43 965997 

ZUZU.1N 15r.gZ*+J ZOJZZ / 


F 
r 


M00055080r-r>06 
lviuu u j j u o y V/ . i-/u u 


ITP9-Pn1ftnluff>tT ixrpr 
U V>Z"vA/lUlliVlCLL»lV CI 


4770 


560060 


9090 R90 nvAl 965931 

ZUZv.JDZU.gZHJ ZOJZJ1 


F 


M0005 5075DD05 
iviuuuj ju / jJLi.iyuj 


TTP9-Pn1nnM^i*tT ivpr 

Wv^Z^V^UlUIJlVlCLLflVCl 


4780 


557Q54 


9090 T90 n-»43 965939 
ZUZU.V^ZU.gZT-J^ZOJZJZ 


F 
r 


M00055076P-W07 
iviuuuj ju / ov^.nu / 


TTP9-Pn1nnluTptT \\tpt 
U \^Z**V^UlUIliVlCLLflVCl 


4781 


555006 

JJJ770 


9090 P91 f* 7 43 965950 

ZUZU XZ 1 ,gZH J__ZO J Z J V 


F 


M00055078D-A07 

IVIUUUJ JU / OXJ.rVJ / 


TlP9-Pn1nnlVfp+T ivpr 
vJ VyZ, V^UIUIJIVICIJUI V CI 


4782 


494625 


2020 G21 ez43 265252 


F 


M00055080D:F01 


UC2-ColonMetLiver 


4783 


554828 


2020.P21.gz43_265261 


F 


M00055091D:A03 


UC2-ColonMetLiver 


4784 


562229 


2020.A22.gz43_265262 


F 


M00055074D:B04 


UC2-ColonMetLiver 


4785 


561975 


2020.M22.gz43_265274 


F 


M00055088C:D01 


UC2-ColonMetLiver 


4786 


560080 


2020.N22.gz43_265275 


F 


M00055090A.F02 


UC2-ColonMetLiver 


4787 


557783 


2020.C23.gz43_265280 


F 


M00055076D:F11 


UC2-ColonMetLiver 


4788 


556881 


2020.K23.gz43_265288 


F 


M00055085D:F03 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTEB 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


47RQ 

4 / 07 


557747 
JJ / /4 / 


7A7A A^oo crrA.?. 76570A 

ZUZU.1V1Z j .gz4 j_zo jzyu 


17 

r 


lyyT A A A * 5 A ft ft P • n A7 
IVlUUUZOUooVs.lJUZ 


T Tf*0 /^^l/MMAyf^+l iitcf. 

u L/Z-iyOionMetLiver 


4700 
*i /yu 


jyoiui 


7A7A n73 cfrAI 76^707 

.gz4j_zojzyz 


r 


AvfAAA^AOl A ♦r'AO 
MUUUDDUyiA.vAjy 


U Cz-coionMetl-fiver 


4701 

4 /yi 


4J1 loJ 


7A7A P74 mAI 7£<S7Q0 

zuzu.rZ4.gz4^__zoDzyy 


r 


A/TAAA^^AQA A «PA< 

MUU U j j U 0 U A. r Uj 


u uz-LoionMetLiver 


4707 
4/yZ 


jjzuiy 


7A7A TJF74 rtT/IQ OA^Al 
ZUZU.riZ4.gZ4 J — ZO J jU 1 


p 
r 


TV>TAAA<^A0O A . A 1 O 

JYIUUUjjUoZA:A1Z 


U v^z-uoionMetLiver 


4703 
4 /yj 


J J j /Zj 


7A7A VIA rwAI 7/£<J'2A4 
ZUZU.lVZ4.gZ4J_ Z0JJU4 


p 


A>TAAA<<AftCn*/^AA 

MUUU33UojlJ.CjUy 


u uz-coionMetLiver 


4704 
4/y4 


^£7 74ft 
JOZ/45 


7A70 DAI rrrrAI 0£<7.7^ 

ZUZy.lrUl.gZ4j_Z0jJZj 


p 


A/fAAA^^ 1 1 1 A -Pi A 

JVIUUUjj 1 1 lA.r 1U 


tt/^o r i ^i^*»A/r^T «i a * 
U cz-uoionMetLriver 


470^ 
4 /yj 


<^70ftO 

jozysy 


7A7Q TA7 rr'rA'X 7653 34 
zuzy .1UZ .gZ4 j_ZO J j J4 


p 
r 


A/TAAA^< 1 AAI^'PTA^ 
MUUUD j lUUCrlUo 


u uz-coionMetijiver 


47Q£ 
4/yo 


5^7740. 
JOZZ4J 


7A70 TAO. rt-74^ 7653 5 A 
ZUZy.lUj.gZ4j_ZOjjjU 


p 


1V4AAA^^ 1 A ATI «"R AO 


ulz -lyOionivieiLiiver 


47Q7 


JOZ /Do 


7A70 T*A£ rr-r43 7653Q1 

zuzy.uuo.gZ4j_zoj.jyi 


p 


TV/TAAA^^AQ^ A -T7A7 
lvlUUU03uyjA.ru/ 


u i^z^oionivicuLiver 


470ft 

4/yo 


401 177 
4yi 1Z / 


7A70 HAA ct-rA 0 * 7^<5^0^ 

zuzy.L/uo.gz4j^_zoj jyj 


p 
r 


\A A A A 5 * A04n ■ V AO 

iviuuuj j uy 41/ . r uy 


u v^z-i^oionivieix-iiver 


470Q 

4 /yy 


jjjjjU 


7A70 WA7 ct'rA'X 7fi^41^ 

zuzy.riu / .gz4j_zoj4i j 


p 


\A(\ AO ^ ^ 1 A A A • O A < 
1V1UUU J J 1 UUA. KJJ J 


u v^z-woioiiLvietL»iver 


4ftAA 
45 uu 


^77A4 
JJZ /U4 


7A70 T A7 nvAl 7^^417 
ZUZy.J-»U / .gZ4j_ZOJ41 / 


p 


IV/fAAA^^ 1 A*TVPA£ 
LVLVVlJDD lUji/.JtJUO 


u i^z-vA)ioiiMeti4ver 


4ftAi 
4oUl 


J014Z0 


7A70 r\Aft e^rAI IfL^AKL 
ZUZy.UU5.gZ4J_ZOJ4jO 


p 


iv/taaa^^ 1 1 a a .rwa 
JMUUUjj 1 IUA.CUj 


u uz-i^oionMetL»iver 


4ft AO 
4o UZ 


jjiyo/ 


7AOO T7AQ n^A'X 7/^^447 
ZUZy . rSU y .gZ4 j_ZO j 44Z 


p 
r 


A/IAAA^^AO^ A .Ano 
MUUU j j Uy OA. KJKJo 


u cz-coionMetL»iver 


4ftA3 
45UJ 


4JJJJJ 


7A7Q T7AO nvAl 7^^447 

z uz y . r uy . gZ4 j__z od 44 j 


p 


1V/T A A A * 5 A Q7TI ♦ "R 1 7 

lYivvv j j uy /o.XJ 1 Z 


u uz -coionivieiLriver 


/t Q A/1 

45 U4 


30/11 QQ 

jy4ioy 


zuzy.uuy.gz4j__zo34JZ 


p 
r 


TV/TAAA<^ 1 1 A A ♦PAS 
MUUU j j 1 IUA.L/Uj 


u cz-coionMeti-river 


45Uj 


joz/ iy 


7AOO 171 A nrrA'X 7^<I4^0 
L\j/^y,r lU.gZ4j_ J Z0J4jy 


p 


\/TA A A^ A07U «P Aft 
MUUU J jUy /rJ..r U5 




45UO 


<£ooao 
JOZiU/ 


ZUZy.Ul l.gZ4j_Zo!>4 /Z 


p 
r 


\4"A A A^ AO/ID «"D1 1 

MUUUjjUy4rJ..Dl 1 


u uz-v>oioiiMetLiver 


4oU/ 


QQAQA 

yo4o4 


OHIO 1 1 *i£.ZAH1 

ZUZy.Ul l.gZ4J_Zoj4/i 


p 
r 


A>TAAA<<AO< A -T^AQ 

MUUUjjUyjA.JJUo 


U UZ-uoioiiMetLiver 


4ftAft 
4oUo 


<KQ lift 

jjo115 


ZUZy .vJl 1 .gZ4 J__ZOj4 /o 


p 


A4AAA<^AOOA •i r ^A<I 

MuuujjuyyA.vjUj 


u cz-coionMetLfi ver 




JOZool 


0 AO A 15 1 A **r,A 1 O£^10 

zuzy.rj i4,gz4J_zojD iy 


p 
r 


A >T A A A < ^ AQ^ "D • /^IA ft 

MUUUjjuyjD.UUo 


TT^O /^nl^atA/TisfT lira* 

u Cz-uoionMetLiver 


/tQ 1 A 

45 1U 


jjjj45 


ZUZy.lS.14.gZ4j_ZOJjZo 


p 
r 


ATI AAA« 1 A/1 "D <PAO 

MUUUj j lU4ri.rUV 


ucz-vA)ionMetLiver 


A Q 1 1 

4oll 


oj/yoo 


zUzy wA.lD.gz4 J Zoj j J4 


p 
r 


ATAAAC^AAOCnnO 

muuu j j uy z Jt> : uvy 


UUz-(JolonMetL/iver 


/iq i o 
4olZ 


joUj / J 


ZUZy X 1 J .gZ43_Zo j D4 J 


p 
r 


A^AAA^^ 1 A£ A *PA/1 

MUUUj J 1UOA.HU4 


u cz-LfOionMetLriver 


4o1j 


jj44yo 


zuzy..bio.gz4j_zoj3j4 


p 
r 


A/fAAA<^AG£f .pAQ 

Muuujjuyocv^uj 


u v-ZH^ionMetJLiver 


AQ \ A 

4814 


ff/Cl 1/1/1 

561 144 


zUzy.J io.gz4i_Zo3j jy 


r 


MUUUj j lUiA.ril 1 


U cz-uoionMetLiver 


A Q 1 JZ 

4o1j 


360625 


zU^y .IzU .gZ4i_Zo 5 oZZ 


p 
r 


MOUU j j lOzA.bl 1 


U Cz-ColonMetLiver 


A Q 1 £. 

4oio 


€<D< 1 1 
JJOJll 


ZUzy.JzU.gz4J_Zo3oZo 


-p 
r 


AvfAAn^^l A^A.Drt7 

MUUU j j 1U jCJoU / 


UCzHJoioiiMetiviver 


451 / 


A AO A Q Q 
4UZ40O 


ZUZy .L,Z 1 .gZ4 J_Zo 3o3Z 


p 
r 


A>TAAA^<AA/ir , '.r t l A 

MUUU j jUy4^ . C 1 u 


u cz-uoioiiMetLfiver 


A Q 1 Q 

4olo 


JJOOlJ 


OAOO T71 /w/tO O/C^/CJO 

zuzy.jzi.gz4i_zojojy 


p 
r 


A/TAAA<^ 1 A J 2/^-'TlA<; 

MUUUj J IUjv^.UUj 


u cz-vx)ionMeti4ver 


AQ 1 Q 

4o iy 


jou5y5 


7AOO T77 rr-y47 7#C^<^< 
ZUZy .J ZZ ,gZ43 ZOjOjD 


p 


A>TAAA^^ 1 mi^'Cmi 

MUUUj j IUjCvjUj 


u cz-v^oioiiivietJLi ver 


4oZU 


4j44yy 


0A70 T 77 cxrrA 1 0^<^<7 

ZUZy.LfZZ.gZ4j_Z0JOJ / 


p 
r 


AiTAAA^^I A/CP»tlA^ 

MUUUj J IUoL/.dUo 


T TPO-r^rtlrt^A/r^T iuor 

u v^z-vA)ioiuvietL»iver 


45Z1 


jjyyjj 


ZUZy.rwZJ.gZ4j_ZoDO 1 L 


p 
r 


A/TAAA<^1A< A ■ AA^ 
MUUU J J 1U jA.AU j 


u i^z-uoioiiMCubiver 


4ft00 
4oZZ 


jj4Zjo 


ZUjU.JUl.gZ43_Z0j /Uo 


p 
r 


A/TAAA<<I1 Oft A 'C 1 1 A 
MUUUj j IZoA.Vy 1U 


u v^z-vA)ionMeo-»iver 


4oZj 


^<0£1 < 
JJ /Ol J 


OA^A VA1 rr*A1 OXC'7A>l 
ZUjU.rwUl.gZ43_Zo3 /U4 


p 
r 


A/TAAA^^ 1 0QTVT*A4 

MUUUj j 1ZoJJ.UU4 


ucz^JoionMetLiiver 








17 


M0005SU 




4825 


452525 


2030.E03.gz43_265730 


F 


M00055118C:B03 


UC2<^lonMetLiver 


4826 


452775 


2030.L03.gz43_265737 


F 


M00055129D:C02 


UC2-ColonMetLiver 


4827 


560868 


2030.E05.gz43_265762 


F 


M00055118D:B04 


UC2-ColonMetLiver 


4828 


538830 


2030.H05.gz43_265765 


F 


M00055125A:A02 


UC2-ColonMetLiver 


4829 


486683 


2030.K05.gz43_265768 


F 


M00055129A:B03 


UC2-ColonMetLiver 


4830 


488030 


2030.L06.gz43_265785 


F 


M00055129D:F11 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


0RIE 
NT 


CLONE ID 


LIBRARY 


4831 


66678 


2030 MOfi «»743 2f5S78fi 


p 


M000551 10TYF0R 

1V1D DD J J 1 3 \)U . r D o 


TTP9iPr»1rtnAyT«>+T uror 


4832 


528369 


2030 J07 py43 2657Q0 


V 

J/ 


MOO055198Tl*Rl? 

1Y1DDDJ J XZOXj.DXZ^ 


TTP?-P/\lrtnTV^^H-T iTr/ar 
U V^Z-V^lOIUVlClXjlVcr 


4833 


479719 

"(7 / JZ 


9010 G08 0741 965819 


r 


M000551?4A«P01 

IVIDD D J J X LrrJ\ S D 1 


u vz*A^ionivicix-*iver 


4834 


557747 


9010 O08 or41 965890 

ZDJD.V-JDO.gZ'rJ ZOJOZU 


r 


TV/T0005 5 1 1IP -P08 
lVJLUUUJ J l D J15.JZ.DO 


u \^z •-^^loiiivietL/iver 


4815 


558514 


9010 PT00 ot41 965890 

- ZDJD.rXU37.gZTO_ZOJOZy 


V 


TV/TOOO 5 5 1 9 5P -P0 1 
lVIUUUJJlZJJD.ru I 


T Tr^9_/* 1 /^l/'\r»A4'£»+T iin* 

u ^z-vx)ioiiMetLiiver 


4816 


119016 


9010m0a741 965841 


p 
r 


A400055 1 1 7 A «f?08 
1V1UUUJ J 1 1 /A.UUo 


u uz^oioiuvietiwiver 


4837 


461651 


9010 T10 &741 965847 

^Uju.J i.v.gZ*rJ_ZOJOH' / 




M000551?8"R*F1? 

1V1D DD J J 1 ZOJD . E 1 Z 


T TP 9 _Pr\1rvnA/f/=»+T itror 

u v^z^oioiuvieiL»iv6r 


tOJO 


558060 


9010 Pr1 1 fr-741 765860 

ZUJU*VJ1 1 .gZ*r J__ZOJoOU 


r 


M0005 5 1 9zin- A 1 1 
1VIUUUJJ 1ZHJ3.A1 1 


u L/Z-^oioniviexJ-fiver 


4839 


557610 


7010 T 1 1 ot41 965865 


V 


M00055110A-H10 

1V1DD D J J U DrV.-Lr 1 U 


TTP9 Prt1/wiA/T*s*T iiror 

u y~> z - i^ionivicu-fi Vci 


4840 


557784 
J J / zo*t 


9010 PI 1 &t41 965860 
z d j u.ni •gzH j zd j o \jy 


F 


MOO0551 14PA01 

1V1DDD J J 1 J fv^ ./VD 1 


TTP9_P/\1rtr»A4'<rfT iTmr 

u ^z-v^ioiuvieuLiver 


4841 


569714 

•J LIZ. / 1 *T 


9010 A 19 €>741 965870 
ZDJD./\lZ.gZ'rJ ZD JO / U 


JT 


"M000551 11P-P09 
1V1.UUUJJ1 urJ.r uz 


u^z -v^ionMeiijiver 


484? 


451774 

*tJ JZ /*t 


9010 P1? <t-741 965879 


r 


1V/I00055 1 1 6 A *P07 
IVIUUUJ J 1 1 0/\.V^U / 


u LyZ^oioiiivietLfiver 


4841 


551068 


9010 PI 9 »-t41 965885 
ZUJU.lr lZ.gZ £ tO_Z0J00J 


p 


A/100055 1 1AP-P01 
JY1UUUJJ U*f^/.I5U1 


T TP9_P/\l/w»A/fa+T iirar 

u v^z^oioiiivieiXriver 


4844 


195541 


9010 T1 1 &t41 9658Q5 
ZujUJ 1 J.gZHO ZOJ07J 


p 


1VAOO055 1 98P-H01 
IYIUUUjj 1ZoJ5.\JU1 


T TP9^ >, /xlr**\A4'af T ivror 

u L/Z-v^ionivietLfiver 


4845 


440454 


9010 Mil cr-741 965808 

ZUJ D.1V1U .gZ*+J ZOJ070 


p 


M00055 1 1 1 A T)07 
1V1DDD J J 1 J m.UU / 


T TP9^ 1 n1/\r*A/lotT nrdii 

u \^z^^ioiHviexi-fiver 


4846 


569760 

JOZ / ou 


9010 Oil ar41 965000 

ZUjU.DI J.gZHJ ZOJi/DD 


p 


M00055 1 lir-P06 

1V1DDDJ J 1jj\^.UUO 


T TP9-P/\1/vrkA/f«*Y iirai> 

u i^zH^ioiuviciLrivcr 


4847 

tot / 


557710 

J J / / ID 


9010P11a'741 965001 

ZD JU. i JO .gZHO ZO J7U 1 


p 


M000551 14P-K00 

1Y1DDDJ J UHV^.JDDy 


TTP9_PrJ/v»VAvT<*fr ttrar- 

u i^z^oionivicxijiver 


4848 


596114 


9010 F14 a-741 965006 

ZD J D . JCr 1 *r .gZt J^ZO J 7 DO 


p 


M000551 1QFIP08 
iviuuuj j i iyu.r do 


TTP9-Prt1r»rtA4'<*fT tiTOT- 

u i^z**v^ionivicujiver 


484Q 
tot? 


451109 


7010 015 CT741 965019 


p 


1V/T0005 5 1 1 IP -O07 

IVIDDD J J U JV^.VJD / 


TTP9-Pn1nnAyT<»tT i\/*>r 


4850 


540501 


9010 Til 6 <w41 965017 

ZUJU..LS iU.gZf J ZOJ7J / 


V 

r 


A>fO00551 1 7P-P01 

1V1DDDJ J 1 X / l^.v^DJ 


o vyZ-i^oioiiivie ti-fi ver 


4851 

*tOJ X 


557805 


9010 PT16 a<741 965041 

ZDJD._niO.gZ40 ZUJ"41 


p 


MOO055195P«R01 
iviDDD j j i z j is.nu J 


T TP9_Pr\lon A/T»fT i-i^t- 
U KsLr V^OlOIUVlclJLrl VCl 


485? 


55408Q 


?fil0 T16 o^41 965041 
ZD J D.J lO.gZH J ZOJ7*fJ 


p 


\ZT00055 1 98P-P01 
IVIDDD J J lZOV^.XwDJ 


TTP9_P/\1/-*mA4^o*T itrot- 


4851 

HO J J 


561965 


?ninni7rr?4i 965051 


p 
r 


X/T000551 17P«P09 
iviuuuj j 1 1 /^.ruz 


I TP9-Pi-k1rt«A4"afT iirof 

u L/Z-^oio3ttivjLeiJLiver 


4854 


55801 5 


9010 HI 7 n-741 965064 
ZDOU.vy I / .gZHJ ZOJ70t 


p 
r 


'M'00055111P''H"1 1 
iviuuujji j Ji^.rii i 


u v^z-v^oionjvieij-iivcr 


4855 

HO J J 


561741 

Jul /*fl 


?010 A 18 o-y41 965Q66 
Z UJU.A 1 o .gZH J_ZO J 700 


p 
r 


TV/T00055 1 1 A A «P09 
IVIUUUJ J 1 lH/\JDUZ 


uv^z-v^oioiuvieiijiver 


4856 


477905 

1 £yj 


?01H niR frazil 965080 

zu j u. u lo .gz*+ j_zoj;/ou 


P 


TV/T00055 1 11IV A 09 
1V1UU U J J 1 J J U . AUZ 


u ^z-v^oioiuvieiijiver 


4857 

HO J / 


556110 
JJOJ 1U 


9010 I71Q nvAl 965086 

ZDju.JZriy.gz4j__zojyoo 


P 
r 


K/T00055 1 90R-P1 9 

iviuuuj j izurJ.r iz 


T T/^9_P^1rx«A/f iafT urai> 

u uz^oioiiivieij-fiver 


4858 


55845? 
JJOHJZ 


9010 w?n <*74i 966005 
zu j u .nz u .gz*t J_z o ou u j 


p 


1V/T0005 5 1 9 5TVP09 
IVIUUUJ J 1ZJJJ.HUZ 


u L^z-^oioiuVieiiwiver 


485Q 


61 0960 

o i dzov 


9010AJ91 frazil 966097 
zuju.iNzi.gZHJ^zoouz / 


p 
r 


1V/TOO055 1 ^9FI-P07 
IVIUUUJ J 1 JzJJ.XvU / 


u v^z-^oionivicii-fiver 


4860 


561770 

JOiZ /Jr 


7010 T?9 ct^41 766010 
ZUJU.JZZ.gZHO_ZOOUJ7 


p 
r 


TV/T000551 98H'P1 1 
IVlUUUJJlZoU.^I 1 


T TP9»P/\1rt«AA<*fT ixrc»-i- 
U \^Z-l^01011lViclXdV6r 


4861 


55771Q 


9010 "W9? crvA.1 966041 
ZU J U.IN ZZ .gZ*f J_ZOOU*+ J 


p 
r 


1V/T000551 19TI-P10 
IVIUUUJ J 1 J Zlv.E# 1 U 


u ^z-i^oionivieu_/iver 


4867 

tOOZ 


451101 
*t Jl Jy 1 


9010 H9? nvAl lf*£S\AA 
ZU J U. UZZ .gZ*f J_ZOOUHH 


r 


1V/TOO055 1 11TYP09 

iviuuuj jijju.r uz 


TTP9 P/xl/xr^A^ofT iirAr 

u i^z-i^oioiiiVieu-»i ver 


4861 


554717 
J JH / J / 


9010 T>94 o^Al 966065 
ZUJU.L/Zt.gZHJ ZOOUOJ 


p 


\yrooo55i i kp*aoq 

1V1UUDJJ 1 lOIj.AUJr 


TTP9_Prt1i-iriA4"o#-T Simr 

u v^z-i^oioniviexLjivcr 


4864 


457750 
HJZ / Ji/ 


9010 tCIA crvAl IfifikCm 
ZUJ D.JVZH.gZ^f J_zOOU /Z 


p 
r 


1V/TOO0 5 5 1 9 OP -W08 
1V1UU U J J 1 Z y .riu 5 


TTP9 Pr»1/\«A/fofT itmr 

u i^z-^oioniviexijiver 


4865 


56968^ 


9011 A01 f^zll 966078 
ZU J 1 .AU 1 .gZ*f 3 ZDOU / 5 


p 
r 


1UTOO055 1 1 5 A -P07 
IVIUUUJ J UJA.JiU / 


T TP9-Pr»1rt«A/f*afT ««»-r 

u \^z- v^oioiuvicu-fivcr 


4866 


558463 


2031 C04 sz43 266128 


P 


MOO055138AE08 




4867 


211273 


2031.104.gz43_266134 


F 


M00055146A:B12 


UC2-ColonMetLiver 


4868 


468257 


2031.N04.gz43_266139 


F 


M00055152D:C03 


UC2-ColonMetLiver 


4869 


558768 


2031.B05.gz43_266143 


F 


M00055136D:D09 


UC2-ColonMetUver 


4870 


561245 


2031.G05.gz43_266148 


F 


M00055144A:A11 


UC2-CoIonMetLiver 


4871 


557783 


2031.K05.gz43_266152 


F 


M00055149B.F09 


UC2-ColonMetLiver 


4872 


549930 


2031.O05.gz43_266156 


F 


M00055154D:F06 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTEF 


SEQ NAME 


OWE 
NT 


CLONE ID 


LIBRARY 


4873 


558619 


2031 C06 ez43 266160 


F 


M00055138AGOR 


TTP7-Pnlnn*M"**fT iv<»r 
U V-'Z. ~ wUlULUVXC UU1 VCI 


4874 


450630 


2031 G06 ez43 266164 


F 


M00055144AF09 


%j ^uiunivxcuxvivcr 


4875 


524721 


2031 O06 ez43 266172 


F 


M00055154DG17 

i tX V UUJJ Uti/.V! li, 


U ^Z v>UIUIliVXCLXjlVCr 


4876 


561624 


2031 P06 ez43 266173 


F 


M00055156AD07 


U v-rZ, - V^UlUxuVLCLLdVCT 


4877 


497493 


2031N07cz43 266187 

**** w A »X ^ V f *<3 JL U" # 


F 


M00055 1 52D H09 

1tXVIV/V/«^*^ X *J I*XJ .X XV/ 17 


T TP 9 -Pr»1 nn\TptT ivp»r 
U V^Z~V>UlUIliVXCLxvlVCr 


4878 


490846 


2031.M08.gz43 266202 


F 


M00055 152AB05 


(J v£ " V^UlUJliVxvLXwl vcr 


4879 


558645 


2031 P08 ez43 266205 


F 


M00055156RP11 

IVlvuuJ J XJ \JXJ . V_/ X X 


TTP7-PnlnnMptT iwr 
u v^uiuiuvxcii-»ivcr 


4880 


553969 


2031D09ez43 266209 


F 

X 


M00055nQRFin 


TTP7_Pr»1f\«\>fpfT itnaf 


4881 


558007 


2031 P09ez43 266221 


F 

X 


M0005515firA08 


T TP 0 _Pr»1 nn \Af>f T i't/a«* 
U ^Z-V^lOIUVxcXijlVoX 


4882 


550047 


2031 BIO ez43 266223 


F 

X 


M00055n7A-F05 


T TP 7 -Pol r»n A/f ptT iT/pr 

u v^z-^uiuiiivxt/LXjivcr 


4883 


562000 

*-/ \J Www 


2031 110 ez43 266230 


F 

X 




TTP7-Pr»lr»-nlV/fp+T »rar 

u \^z^oioiuvxeijjiver 


4884 


160289 


2031 L10a74^ 766733 


F 

IT 


Monn55 1 snn-rnA 


TTPO P^t/^-nAyT^+T i 1W r 


4885 


27586 


2031 CI I f>v43 266740 


F 

x^ 


Mfl0fi5573ffR'H17 

LYx\J\J\JJ J UOxJ.xTlZ 


T TP 9 P/xIrt-nA/TofT i\ ro-T 


4886 


558230 


2031Dlloz43 266241 


F 

X 


Monn55i^oR-nn^ 

IVlUyvJJ lJ7D.Uv/J 


TTP7-Pr\lrt«\yfp+T «r<at* 

u i^z -^oionivxciXfivGr 


4887 


549739 


2031 M12 ez43 266266 


F 


M000^5 1 S7 A -FAQ 


T TP9_Pr\1r»n\yf^tT ttrAr 


4888 


561558 


2031 P12&743 266769 

ivJi.I XAt.^LTtO £.\J\j£.\JZs 


F 






4889 


556630 


2031 R14o743 766787 


F 

x^ 


lvx\JUl/«J»? 1j / x> .15 1 x 


T TP 9 P/\1/\m'Mp+T iirdr 


4890 


561178 


2031 P15 ez43 266317 


F 

X 


M00055 1 56H* A07 


T TP 9 _Pnlr\n A/fp+T nre>r 


4891 


558477 


2031 B16 ez43 266319 


F 

X 


M000551^7RF17 


TTP9-Pnlr»n'M'p+T ixrpr 


4892 


557250 


2031 M16 ez43 266330 


F 

X 


M00055157RAn^ 




4893 


556288 


2031 P17 ez43 266349 


F 

X 


M0005 5 1 57 A R04 


T TP9-Pr»1r»«\yfptT «7Pi* 


4894 


610893 


2031 L18 sz43 266361 


F 


M00055151 A-Flfl 


TTP9-PnlAnMpfT ii/pr 


4895 


557708 


2031 O24az43 266460 


F 


M0005 5 1 ^ 5T) *R07 

iVXV/V/vJ JiJJL/ .X> v/Z. 


T TP9_Pn1r\nA/TptT i-trpr 


4896 


562881 


2032E01ez43 266466 


F 

x^ 


M0n0551fi7ARO^ 


T TP 9 _P rJ nn "\AptT nrpr 


4897 


494198 


2032L01ez43 266473 


F 


M00055 1 70DR00 


ITP7-PnlrwiA/fpfT ivpt 


4898 


551475 


2032 O01 ez43 266476 


F 

X 


M000^5177AF05 

ivxv/vyv/j*/ X / /rl,l UJ 


TTP7-PnlAti1V/rptT ivpr 


4899 


558720 


2032 K02 bz43 266488 


F 

X 


M0005516QDA1 1 

iVlvUUJJ JL07X/./ii X 


TTP7-Pnlnn1VylpfT it/pr 


4900 


2435 


2032 E03 ez43 266498 


F 

X 


M00055167AP17 


TTP9-PnlonlV/TptT ix/pr 


4901 


559464 


2032 104 ez43 2665 1 8 


F 

X 


M00055 1 66D-F07 

XVXV/V/\/^«/ X DUX-/ . J/ Wz. 


T TP9_Pr»1r\n]V/lptT u»>r 


4902 


559389 


2032 A05 &z43 266526 


F 


M00055157P*n 1 

iyx\j\j\jj j xji \s x x 


TTP9-.PnlfwilV4'p+T ftfpr 


4903 


559562 


2032 H05 ez43 266513 


F 

X 




TTP9-PnlriT»lVAp+T iifpr 

u L^Z"UoioniviciLiivcr 


4904 


402799 


2032 M05 &z43 266538 


F 

X 


M00055177A-mO 


T TP 9 - P r»1 nn AtTp+T firpr 


4905 


557316 


2032J06i?z43 266551 


F 

X 


M000SS168RP1 1 


TTP9_Pr»1nnTV4'p+T it/ot 


4906 


557209 


2032 K06 cr743 766557 


F 


M00flSS17fiA' AOQ 


ITP9 PnlnnA/fp+T itrpr 

u i^z-^oioiiivicLj-iivcr 


4907 


554604 


2037 M06 c*743 766554 


F 




u L^z^OiOxxivicXL»iver 


4908 


558917 


2032.H07,gz43_266565 


F 


M00055165C:H08 


UC2-ColonMetLiver 


4909 


493261 


2032.107.gz43_266566 


F 


M00055167A:A02 


UC2^oloiiMetLiver 


4910 


558755 


2032.K07.gz43_266568 


F 


M00055170AJU1 


UC2-ColonMetLiver 


4911 


558900 


2032.M09.gz43_266602 


F 


M00055172B:B04 


UC2^oloiiMetLiver 


4912 


553537 


2032.C10.gz43_266608 


F 


M00055160C:D02 


UC2-ColonMetLiver 


4913 


561413 


2032.E10.gz43_266610 


F 


M00055162B:B04 


UC2-ColonMetLiver 


4914 


561876 


2032.F10.gz43_266611 


F 


M00055163B:F07 


UC2-ColoxiMctUver 
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Table 2 



SEQ 
ID 
NO 


CLUSTEE 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY ! 


4915 


553797 


2032JH10ez43 266613 


F 


M00055165DC03 


11(^2-^010111^^1 ivpr 

\J V^UiUJJLLYxCULrlVCl 


4916 


558965 

+j *y V ✓ \J -J 


2032 Gil ez43 266628 


F 

X 


M0005^164PP10 


TIP9-Pn1nn'M'p+T Wrt>r 
\J VyZ, V^UIUiliYiC U-flVCl 


4917 


561911 


2032 B12 ez43 266639 


F 

X 


M000SS 1 SQR-G0Q 


u v> ^-v^oioiiivi c ixwi vcr 


4918 


557961 


2032 112 sz43 266646 


X 


M000^167RA08 


TTP9-Pr»1nn'M'AtT ii/Ar 
U v/ A ^UiUxxlVlCLXvlVCr 


4919 


558022 


2032 K12 ez43 266648 


F 

X 


M0005S170FVR06 

XVX\7v7V7 J nJ X / ULI.JJUU 


uW V^UlUlliVlCLL<lVCr 


4920 


409262 


2032 M12 ez43 266650 


F 


M00055172BH07 


TrP9-r*n1nnA/rf*tT tvpr 

17 \^Z.^^AJ1U111V1CLXj1 VCI 


4921 


415538 


2032.I15.gz43 266694 


F 


M00055167BH07 

1 VXVr y/VtJmJ X V7 / XJ .X XV/ / 


T TP9-Pn1nnA/f>tT ivpr 

KJ V^/t^^UlvJixlYlCUL/l V CI 


4922 


559057 


2032 M15 ez43 266698 


F 

X 


M0005S 1 79DD04 




4923 


215005 


2032B16sz43 266703 


F 

X 


M0005^1SQPR09 


T ]P9-Pnlrm"MV>rT ivpr 

UV>i V^UlUxxiYlCUL<lVCr 


4924 


556542 


2032 M16 ez43 266714 


F 


M00055 1 72DD07 


TTP9-Pr»1nnA/rptT ivpr 


4925 


562989 


2032 017 ez43 266732 


F 


M000^5 1 77DF07 


TTP9-Pn1nnA/TptT ivpr 
U V^UIUJXIYxCLLjIVCX 


4926 


394772 


2032 A19 ez43 266750 


F 


M000551^8DP01 


TTP9-Pn1nnA^pfT ivpr 
U V/Z,~ V^UIUIilVlC LX-fA vex 


4927 


553877 


2032E19ez43 266754 


F 

X 


M000S^167r*F1? 


TTP9-PotonA>fptT ivpr 

u v^uiuinvicLx-»ivcr 


4928 


558858 


2032T19p743 2667S8 


F 

x^ 


M000SS1 67H-R0S 

xVXV/V/V/J J 1U / i/,DV/J 


TTP9«Pn1nnlvf**tT ivf>f 


4929 


559355 


2032 J19 ez43 266759 


F 

X 


M0005 ^ 1 60RF04 


TTP9-Pn1nnA/fptT ivpr 


4930 


551693 


2032 M19 ez43 766767 


F 


M000^ 1 79DF1 9 


TTP9-Pn1rrtiAyfia+T iT«af 


4931 


323165 


7037 F20 &743 766770 


F 


M000^S169f*-n03 


u i^z-\^oioiiiVicXL/ivcr 


4932 


558981 


2032 O20 f>z43 766780 


F 

X 


MO00S^178A-PO7 


TTP9-PnlnnA/TpfT ivpr 

u ^z-v^oioixivicxJLyivcr 


4933 


561507 


2032 C21 ET743 266784 


F 

X 


M000S^161 A-ro? 


TTP9-PnIr»n?V/TptT ivpr 
U V^Z~^U10IxiVlCLLflVCr 


4934 


555883 


2032 E22 £z43 266802 


F 

X 


MOO0S^167D'RO1 

lVlUUUJJ 1UZ.17.XJU 1 


TTP9-Pr*lnnMptT ivpr 
U V^Z,~V^UlUlxiVlCLL/lVCX 


4935 


559088 


2032 022 ^743 766817 


F 

X 


M000SS178A-H03 


TTP9-Pr»lnnA/rpfT ivpr 


4936 


558395 


7032 C23 (J743 766816 


F 


M000^^161 AFOS 


TTP9-PnlnnlV/Tf>tT iv*»r 


4937 


447386 


2032 D23 pz43 766817 


F 

XT 


M000SS16inFT03 


TTP9-Pr*1nnA>TptT ivpr 

u ^oiouivicxivivcr 


4938 


450566 


2032 L23 fxy43 26689S 


F 


moooss^ip-poi 


TTP9-Prt1nnAAptT ivpr 

VJ pioiiiYiciJLrivcr 


4939 


561918 

•J \f 17XO 


2032 F74 fT743 266834 


F 


M000SS 1 69n-no4 


TTP9-Pr»1nriA/rpfT ivpr 


4940 


559389 

•j ^ ^ *j %j ^ 


2032 G24 pz43 266836 


F 
r 


MOO0^S16SAF0S 


TTP9-PnlnnlvTptT ivpr 


4941 


555202 
+j *j \j 


2032 M24 crz43 266842 


F 

X 


M0005S174AR19 


T TP9-Pn1fui"MptT ivpr 


4942 


559752 


2032 N24 ez43 266843 


F 


M000SS 1 76HH01 


TTP9-PnlnnA/TptT ivpr 
L^v^^~wuiuinvicixvivcr 


4943 


478511 


2041 B01 ffz43 266847 


F 

x 


M000^^181BA10 

XVXVfv/VfJ J X O 1 JJ,A i. V7 


TTP9-Pn1nnMptT ivpr 

U V>^f V^UlUlXLVXCLXvI VC1 


4944 


456517 


2041 D01 C743 266849 


V 

IT 


TVf 000^ S 1 83 A -C06 


TTP9-Pn1nnMpfT ivpr 
U v^Z,"\^UlUlxiYxCULflVCx 


4945 


557895 


2041 H01 ez43 266853 


F 

X 


M0005^187HG1 1 


TTP9-Pn1onMpfT ivpr 
v^^""\^UlUxxiYlCLx-/lVCl 


4946 


561975 


2041 A02 ez43 266862 


F 


M00OS^170AfrO8 


TTP9-Pn1nnMptT ivpr 


4947 


557714 

1 1 X*T 


2041 D02 a743 96686S 


F 


MOOO^ 1 X3 A T71 n 


u \s£,- \^oioiuvicxx-fivcr 


4948 


550874 


2041 K02 Q743 26687? 


F 


M000SS 1 09PF04 


TTP9-Pr»1rnilV^ptT ivpr 


4949 


539142 


2041 T 02 f*743 266873 


F 


Monossio3r*n i 


TTP9-Pn1nnlVTptr ivpr 


4950 


549911 


2041.M02.gz43_266874 


F 


M00055194D:C05 


UC2-ColonMetLiver 


4951 


561830 


2041.N02.gz43_266875 


F 


M00055195CH05 


UC2-ColonIVletLiver 


4952 


479851 


2041.A03.gz43_266878 


F 


M00055179A:H11 


UC2-CoIonMetLiver 


4953 


549472 


2041.B03.gz43_266879 


F 


M00055181B:E06 


UC2-ColonMetLiver 


4954 


561687 


2041.F03.gz43_266883 


F 


M00055185D:A02 


UC2-CoIonMetLiver 


4955 


504880 


2041.L03.gz43_266889 


F 


M00055193C:E10 


UC2-ColonMetLiver 


4956 


558212 


2041.E04.gz43_266898 


F 


M00055184C:C07 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


4957 


559050 


2041 A05 az43 266910 


F 

X 


M00O55 1 79R-D0S 




4958 


554520 


2041 P05 £741 266919 


X 


M 0005 5 1 89 A T>07 


u \^z-\^oionivxcu-/i ver 


4959 


409612 


2041 F05 £741 266914 




M00055 1 84P*D09 


U ^^"x^UXOlXlYXO LXjI vcr 


4960 


488613 


2041 J05 £741 266919 

A»V/*T 1 .J V/J .gii^J AVIV/ 7 X 7 


F 


M00055191R-A10 


U v^Z< V^UlUJJlYlCLLilV CX 


4961 


558126 


2041 K05 £741 266920 


F 

X 


M00055 1 99r*H06 


TTP9-Pn1nnTV/fpff iv^r 
u v^z.~v^uiuiiivicLi_/ivcr 


4962 


555394 


2041 F06pz41 266911 


F 

X 


M00055185DD1 1 


U V^Zr - V^UlUIliYlCLJ-rl VCl 


4963 


559610 


2041 H06 ez43 266933 


F 


M00055188AG1 1 


U V^Z»~V/U1U1XLYXC LX-/I VCX 


4964 


560080 


9041 T06 £741 266914 


F 


M00055189RR19 


u \^ z v/UxuniYxc LXji vcr 


4965 


555742 


2041 N06 £743 266919 


F 

X 


M0005 5 1 95D-R 1 0 


vJ \^Z,-VvUlUXliYXCIJLvXVCr 


4966 


460727 


2041 P06 £743 266941 

AU*rl .IT V\J.£^Z/TJ AyU7'T X 


F 

X 


M00055198AF05 


TTP9-PnlnnTV/Tp+T ivpr 


4967 


476199 


2041 B07 oz41 266941 


F 

X 


M00055181TR07 


TTP9-Pn1nnMptT ivpr 


4968 


5 1 6484 


2041 G07 £741 266948 


F 

X 


M00055 1 87AF09 


U V> Z. *"\-/UlUIilYlC LLrl V CI 


4969 


1 87704 

X O / 1 V*T 


2041 H07 £741 266949 


F 

x^ 


M00055188AK10 


TTP9-Pn1nnlv4^ptT t\/f*r 

U \^Z-V^UlUlliYlCLXjlVCr 


4970 


559000 


2041 A08 2z43 266958 


F 


M00055179B-G07 


lTP9-Pn1nnMpfT ivpr 

UvZ( ""V^ VJX17XXLYXC LJ_vl V CX 


4971 
• ✓ / x 


551002 


2041 R08 ^741 266959 


F 


M00055181TR19 


TTP9-Pr»lnnM^fT ivpr 

Uviw V^VUUlXIYXGLlvXYwl 


4972 


276124 


2041 P08 £741 266960 

Z^V/^r X . \_/V/0 .ftii^J A>VJ\77L>W 


F i 

X 


M00055189RP07 


TTP9-Pn1nnMf*tT iwr 


4973 


562840 


2041 D08 £743 266961 


F 

X 


M00055181PA09 


TTP9 -Pnlnn A/IpfT ivpr 

WV^^'WV/XUILLYXvIXjXVCX 


4974 


561511 

JU1J u 


2041 F08 £741 966969 


F 

X7 


M00055184C-F01 


T TP9-Pr»1nnA/TpfT iv^r 


4975 


477046 


2041 F08 £741 966961 


F 
r 


M00055185DF07 


TTP9-Prk1nnA/Tpff iv<*r 


4976 


499697 


9041 O08 £741 966964 


F 


M0OO55 1 87 A F06 


TTP9-Pn1nnlV^pfT «r^r 
u v^z-v^oxoixivxcuuxvcr 


4977 


550969 


9041 K08 ot41 966065 


r 


M00055 1 88R-F06 


TTP9_Pr*1r»«'M'*H-T iirar 


4978 


561 511 


9041 R09 0741 966075 

ZVHX.DU7.gZ*rJ ZOVJ7/.7 


F 


M00055 1 8 1 P'POO 


TTP9-Pr*1n«TVA<*fT ix/Ar 
U L^Z-V^OXOIUVXCLLflVcr 


4.979 


556619 


9041 TOO £t41 966076 


F 


M0n055 1 89RF05 


u L^z - v^oxoiuvxcuLjivcr 


4980 

t70v 


559699 


9041 G09 £741 966080 


F 

Mr 


M0005 5 1 87 A -O09 


TTP9-Pn1nnTV/fA+T nmr 
u v>z-v>oioxxivxcLi_fXvcr 




549104 


9041 MOO £t41 966086 

Zv^X.iY±U7.gZHO Z0070U 


F 


MOOOS5105A-R08 


TTP9-Po1nnlVifp+T i^ror 
U\^Z~V_AJlUlilYXCLX-/lVtJr 


4989 


550659 


9041 "NTOQ ot41 966087 

Z\J*TX.INU7.gZ*T.7 ZUO7O / 


F 


MOOOS^IOSTi-Fl 1 

1V1UUU.7 J 17 JXV.Jjri 1 


Uv/Z • VAlXOniYXCLXvX vcr 


4981 


4001 54 


9041 POO 0-741 9660 RQ 

ZUH- 1 .gZ*r.> ZOO707 


F 

X? 




u v>z-v^oioixivxcxx-fivcr 


4984 

*T70*T 


55Q181 

JJ7JOJ 


9041 A 10 £741 966090 


F 


M00055179r-F1 1 

IVlUUUJ«7l /7Vy.P X X 


TTP9-Pn1nnlv>If»fT ix/pr 
U Z- - v^UlUIliYlC LX-/1 VCX 


4985 


509141 


9041 K10£741 966095 


F 


M00O55 1 85n-1401 


TTP9-Pn1nn\fpfT iwr 

LiV^Z~VAIXUJXiYXCLJ_rXVCX 


4986 


411915 

fX J7l«7 


9041 T10£741 966098 

Z v*+ X .1 X VJ .gZ'r j_ZOU 7 ^ O 


F 


M0OO55 1 8or-roi 


TTP9-Pn1on*MptT iv*»r 
^^^"V-AJIUIXIVXCIJ-jXVCX 


4987 


495591 

*T7«J J71 


9041 T 10 CT741 967001 

Z V/ 4 * X ,Xw X \) .gZf D__ZSj 1 VJ \J X 


F 


M00055104A-A01 


TTP9-.Pn1ntiMptT {vat 
U v^Z -V-^lUIUYXCLLrIVCX 


4988 


481911 


9041 ni0o741 967004 


F 


TV/T00055 1 Q6TYF07 


TTP9-Pn1r»fiA^AfT «r*»r 
U v-/Z" VvUXUXUYXCIJLflVCX 


4989 


55Q710 

JJ7 #11/ 


9041 All £t41 967006 


F 

x^ 


M0 005 5 1 70P*FT09 


TTP9-Pr»1nnMptT ivpr 

U V^Z~V>UlvJiXlYXCLL(X VCI 


4990 

^7 7 V/ 


569569 


9041 R11 £741 967007 


F 

XT 


M00055181P-D06 

1VX\J VJ u J */ X O X . XJ\) \J 


TTP9-Pn1onMf*tT ivpr 


4991 


559699 


9041 F11 £741 967011 

^\/*T l.rix . t£^*t«7 Av full 


F 


M00055186AD04 


TTP9-Pn1nnA/fpf-T ivpr 

L/ VA/XV/XIXVXvlX^X VC1 


4992 


560003 


204 1 .K 1 1 .gz43_2670 1 6 


F 


M00055193A:A08 


UC2-ColonMetLiver 


4993 


550704 


2041.Mll.gz43_267018 


F 


M00055195A:C10 


UC2-ColonMetLiver 


4994 


562569 


2041.Oll.gz43_267020 


F 


M00055196D:H02 


UC2-ColoxxMetLiver 


4995 


561963 


2041.D12.gz43_267025 


F 


M00055183C:D07 


UC2-(^lonMetLiver 


4996 


557867 


2041.F12.gz43_267027 


F 


M00055186A:E08 


UC2^olonMetLiver 


4997 


143218 


2041.M12.gz43_267034 


F 


M00055195A:E07 


UC2-ColoiiMetLiver 


4998 


495074 


2041.N12.gz43_267035 


F 


M00055196A:C04 


UC2-ColonMelI,iver 
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ID 
NO 


CLUSTER 


SEQ NAME 


ORE 
NT 


CLONE ID 


LIBRARY 


4999 


560213 


2041J13ez43 267047 


F 


M00055191D-C05 

AY1V/ \J\J%JtJ 1 U XXX. vVJ 


UC2-ColonMetLiver 

\J V^*» V^VSlV/HJLYXtykXJl Vwl 


5000 


558413 


2041 L13 ez43 267049 


F 


M00055194AE07 


UC2-ColonMetLiver 


5001 


551977 


2041N13ez43 267051 


F 


M00055196AE01 


T jra-ColfinMptT ,iver 

VJ vlV/lXLVXwULJl V vl 


5002 


558582 


2041 E14 ez43 267058 


F 


M00055185AG11 

1tXVJV/V/— X U w/X*.. VJ X X 


UC2 -ColonMetLiver 

W V/ A» «■ aiiv Jin vu.i.i i\ v wl 


5003 


549665 


2041H14ez43 267061 

Aj\J~ X ,111 i T»/ £*\J I \J\J 1 


F 


M00055188CF08 


Ur2-rolonMetT iver ! 


5004 


451544 


2041 K14 ez43 267064 


F 


M00055193AC06 


T JC2-Cn1nnMptT K ver 

VJ v_/ Z. V71 VJ Jill VX t» ULil V vl 


5005 


450623 


2041 M14 az43 267066 


F 


M00055195BB09 


UC2-ColonMetLiver 

\JV/fc< V^vJIVJJXItXVvULjI Vwl 


5006 


551855 


2041 G15 ez43 267076 


F 


M00055187CC02 


T If^-Cnlnn MetT j vpr 

VJ Vv ^ w VJlVJXUVXv LX^l V Vvl 


5007 


2284 


2041 115 ffz43 267078 


F 


M00055190AA05 


VJ V>^. V^vJl V/lilVXCIJL/1 V wl 


5008 


559883 


2041 J15 ez43 267079 


F 


M00055192A-A09 


T JC2-Cn1niVMptT .ivpr 

VJV/^« VyV'lVJXUrXWLXwJ.VVrX 


5009 


614369 


2041 M15 ez43 267082 


F 

X 


M00055195BC04 


T Jf^-Cnl nnMptT ,ivpr 

fvi VvVJlvJlil Vl S V wl 


5010 


553237 


2041 N15 (*z43 267083 


F 

X 


M000S S 1 96 A H07 


TTP2-Pn1nnMptT ivpr 

UVjA V^VJlVilllVXwLJuI V wl 


5011 


559883 


2041 F16pz43 267090 


F 


M00055185BB01 


Tir2-Po1nnMptT ivpr 

VJ V^^> V> V/lV^lXlYXwDwl Vwl 


5012 


481136 


2041 F16 **z43 267091 


F 


M00055186r*A02 


TTr2-f*n1niiMptT ivpr 

VJ V>^< V^VJlVJlllrXWLX^l V wl 


5013 


559885 


2041 016 ffz43 267100 


F 


M00055197BA10 


T IP2-T t o1nnMpfT .iver 

VJ Vv^> VJLvJLXlYXw LXwl V wl 


5014 


551415 


2041 P16 ez43 267101 

A»VS~ 1 .1 lv l gw~>' £*\J t lv/l 


F 


M000551Q8DA12 

IrJluvvJ J X UI/ ,iklL 


T ir2-Colonlvf etT .iver 

VJ V^VJlVJXlXYXwLXwl Vwl 


5015 


561351 


2041 B17 ez43 267103 

A/V 1 1 ,JXJ 1 / iguT*' *-i\J I 1 W«/ 


F 


M00055181CH01 

ITIV \J\JmJ -J 1 U 1 V-/ .1 IV/ 1 


UC2-ColonMetLiver 

VJ Wi< V^VJlVJXXX YXWLXWl V WX 


5016 


556881 


2041C17ez43 267104 


F 


M00055182C-E09 


I JC 2 -ColonMetLiver 

VJ wZ. V^VJIVJIUYIWU-/! Vwl 


5017 


549588 


2041 G17 ez43 267108 


F 


M00055187CE07 


TJr2-r , o1onMetLiver 

VJ V^/C, Vrf V/l will YXwLXwl V wl 


5018 


365634 


2041N17ez43 267115 


F 


M00055196BA09 


UC2^oloiiMetLiver 

VJ V^\J1\JXX1YXWLXj1 V wl 


5019 


556343 


2041 PI 7 ez43 267117 


F 


M00055198DB08 


T ir2-C*o1oii MetT .fver 

VJ WXi V^VJl VjlLLYlWLXwl V Wl 


5020 


624044 


2041 KIR frz43 267128 


F 

X 


M00055193BA08 


TTP?-r , n1nnMetT ,iver 

VJV^Z.'~V^V/lV I JUlYxwLLwlVwl 


5021 


562336 


2041N18oz43 267131 


F 

X 


M00055196B-r06 


T JP2-Po1nnMetT A ver 

VJV^a. V^V^lVJlllYXWlXwlVwl 


5022 


557935 


2041D19ez43 267137 


F 


M00055184AG02 


I JC2-rolonMetT ,tver 

VJ V_sZ* V^VJlUlXlYXwLX-il VW1 


5023 


557298 


2041 G19oz43 267140 


F 


M00055187DA08 


T JP2-r*o1nnMetT jver 

VJ V^VJlvJlXl Yl w LI— (1 V wl 


5024 


559146 


2041 H19 ez43 267141 


F 

X 


M00055188DD05 


UC2-ColonMetLiver 

V/W*» V^VJlV/XIXYXwLXwl VWl 


5025 


455814 


2041T19P743 267142 


F 

X 


M00055190AF11 


T ir2-T , o1onMetT iver 

VJ V^ £. ~V^V/l\JlUYXw LX_j1 V wl 


5026 


549829 


2041 A70&743 267150 


F 

X 


M00055181A-F01 

IVIV/V/V-J J XO 1^L.1_/V7 X 


TIP7-r , n1onMetT iver 

VJ V-» ^ VJ IVjl 11 Yl W LXvl V wl 


5027 


473742 


2041 B21 pz43 267167 

^rVJ*Tl ,XJ£*X ,gL^J X*v/ /XV// 


F 


M00055181DD05 

IVlUUv J J X O X XJ .JL/VJ 


TTP2-Co1oTiMetT .iver 

VJ V-/A» V^V/1 vJlllYXW LXvl Vwl 


5028 


559333 


2041 C21 ez43 267168 


F 


M00055182DE06 


UC2 -(ColonMetLiver 

VJ vj^« vxV/lVJXllYXwlJul V wl 


5029 


559825 


2041 H21 ez43 267173 


F 

X 


M00055188DH03 

IVXV/ \J\JmJmJ X OOl/.llUJ 


T 107 -ColonMetLiver 

VJ Vh» V>VJ1WjLLLY1W LX-il V Wl 


5030 


625988 


2041 021 f*z43 267180 


F 

X 


M00055197OD10 

1tXV/V/ V/»7«7 X-7 / V/.X/lu 


T IC7 -ColonMetT .iver 

VJ V>Z. V>>VJ1VJ 111 VlwUL/1 VWl 


5031 


491260 


2041 P21 az43 267181 


F 


M00055198DG03 


TIC^-ColonMetT iver 

VJ V/VJlVJXll Ylw LI— '1 V wl 


5032 


557644 


2041 A22pz43 267182 


F 1 

X 


M00055181AG02 


T TC7 -ColonMetT .iver 

VJ \s*-t wV/lVjllLYlWUul V WX 


5033 


411113 


2041 F22 pz43 267186 


F 


M00055185CB01 


T TP? -ColonMetT .iver 

VJ V_yZ. V^VJ lVJXXlVX Vy UL/1 V Wl 


5034 


557961 


204 1 .C23 .gz43_267200 


F 


M00055182D:H08 


UC2-ColoiiMwtLiver 


5035 


559194 


2041.A24.gz43_267214 


F 


M00055181A:H01 


UC2-ColonMetLiver 


5036 


558463 


2041.H24.gz43_267221 


F 


M00055189A:C11 


UC2-^lonMetLiver 1 


5037 


560859 


2041.124.gz43_267222 


F 


M00055190C:G08 


UC2-ColonMetLiver 


5038 


456697 


2041.N24.gz43^267227 


F 


M00055196C:B07 


UC2-ColonMetLiver 


5039 


559127 


2054.E01.gz43_267234 


F 


M00055288B:D01 


UC2-ColonMetLiver 


5040 


559460 


2054.L01.gz43 267241 


F 


M00055300C:F11 


UC2-ColonMwtLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


OWE 

NT 


CLONE ID 


LIBRARY 






2054 M0? pz43 267974 




M00055302BB10 

iviv/vuJJJviiJ.JJiv 


TJC2-Po1onMetI ivpr 


504? 

J V/*tZ 


1070 
au iy 


90 54 M0 5 {7743 967306 


V 

1 


M00055309T3F07 


TJP7-PolnnMetT iver 

VJ V/ Ul k/AIAVA w 1 1 jl V vl 


5043 


5501 n 

JJ71 A J 


9054 A07 <7t43 267396 


X 


M00055282AA01 


T 1C7-CrilnnMef[ Jvpr 


JUtt 


500337 


9054 T13 (7743 967431 


F 


M00055907Dr02 

IVAW V7V/J J&7 / . VyUi. 




5045 


558730 


9054 F14 az43 967449 


F 


M00055288DA03 


TJC2-ro1onMetLiver ! 


5046 


561770 


9054 T1 4 C7743 267446 


F 

A 


M00055296A-C05 


T ir t 2-T , o1onMetT ,iver 

U v> \ J1 Will VX V/ V wl 


5047 


307581 

J// JO 1 


9054 HI 7 t7743 967403 


F 


M00055204B-C03 

1VAW W J Ji7tJJ, UVJ 


T 1(^2^010111^611 Jver 

U V> V71VJ All Y± w LAwl vw 


5048 


560490 


9054 Ol 8 C7743 967516 

Z v J*r. 1 0 .gZ*t.J ZU / J A U 


F 


M000S5305r*D08 

IVlUUyj JJvJv/.JL/UO 


T IP9 -PolnnMetT ivpr 


5040 


550798 


9054 no <7743 967590 

LuJt,V/l7.gt.tJ / JZ,v 


F 


M00055286AH08 


T TP? -PolnnMetT .ivbt 

\J \+s \s V/1U1A1TA W UjI V V/1 


5050 


55Q531 


9054 H90 {7743 967541 
zu J t t.AAZU.gz*T.j iu/jti 


T7 

i/ 


M00055904RG01 

1VA V vl 1/ J J £ 7*TJL* . VJ V/ A 


TTP9 -PolnnMetT iver 

KJ \-f V-/ vl UlliV A t/ LAjI V wA 


5051 




9054 1T70 (7^43 967544 

ZU J*+.IVZU.gZ*r J__ZU 1 J*t'T 




M00055300AT306 

1VAU U U J J D Uun.. XJ U U 


TTP9 -PolnnMetT iver 

U L Z ~ V^UlUlAiVAC \XjY VGA 


505? 


558446 
J J0HH-O 


9054 T91 c7t43 96755R 

ZUJt.lZ l.gZ'+J ZO/JJO 


F 


M00055906PF08 

1VAV/UU J J^70U.DvO 


TTP9 -PolnnMetT iver 

U W^> V^UIUAIAYAWLL^I V Vl 


JVJJ 


567736 
JOZZJO 


7055 V01 <t«743 767674 

1 .gZH J_ZU / OZH 


r 


M00055393r>* A 1 9 

1VAUUU J J JZ JL/.A IZr 


TTP9 -PolnnMetT iver 


5054 


55077£ 


7055 M01 tr-747 767677 
ZUJj .IN U 1 .gZ*f j^ZO / DZ / 




M00055330Ti*Hl 7 

IVLU UU J J D O \JXJ Jl A z 


TTP7-Pn1nnMetT ivpr 

KJ \»/Z" V^UlUlliVACLLfl VGA 


5055 


JJ7J /*f 


7055 T04 f»-y47 767671 
ZUj J.Ju*t ,gZ40_ZO /D / 1 


17 

r 


lvf00055397r i -t r Tl 1 

1VAUUUJ J JZZVs.VJl 1 


T TP 9 -PolnnMetT ivpr 

U \s Z ** V-/U1UIUVAC LLl V CI 


5056 


55RRQO 

JJ0O7U 


9055 T05 <7t43 967686 

ZUJ J.lUJ.gZt j_ZU /UOO 


r 


M00055391R1310 

J.V1UUU J J JZ lO.D AU 


T TP? -PolnnMetT iver 

KJ Z, ~ V^VJIUIAIVAC' LAjI VGA 


5057 


557677 


9055 T05 <7-z43 967687 
ZUJJ.JUJ ,gZ*iO__ZO /oo / 


r 


M00055397F>-A01 

1YAU UU J J J ZZ 1/ ^/YU A 


T TP 7 -PolnnMetT iver 

yJ \^/Zr"~V>UlUlALVAGLI_fl VGA 


5H58 


446 oho 


7055 T07 iyt47 767710 
ZUJJ.JU/.gZ*fJ_ZO/ / iy 


r 


M0O055377TVn 9 
IVIUUUj J JZZav. LIZ 


TTP?-Pn1r>nMptT ivpr 


50sq 
jujy 


jjyi iz 


9055 P08 <7t47 967778 


T? 

r 


MOO055319A-D1 1 

1VAUUUJ J J 1Z/\.AV A A 


T TP? -PolnnMetT iver 

\J V> Z V> UlUiliVAC ULvl V Gl 


50£o 


440707 
H*tU / U / 


70^^ POO cry47 767744 
zujj,^>uy.gz*fj zo / /*+»+ 




M0005571 7A*F1 0 

IVAUUUjj j AZx\.IZ(AU 


TTP7-Pn1nnMetT ivpr 

U V_yZ _ v>UlUJJLlVACLLjlVCl 


50£i 


555750 
jjjjjy 


70^^ T71 7 rr-^47 76770^ 
ZUJ3.r lZ.gZ^-j_ZO/ /yD 


F 
r 


M000557 1 7PTI04 

IVIUUUJJJA f\s.U\J t T 


TTP?-Pn1nnMptT ivf*r 

U V^Z"V>U1UI11V1CL1j1 VGA 


5067 

jUOZ 


4771 82 


70^^ PI 7 f»T47 76780^ 
ZU J j ,r IZ.gZ'* j_ZO /oUj 


r 


M000 5 5 7 3 5TY A 03 
IVl U U U J J J D J VJ . JrWJ D 


T TP? -PolnnMetT ivpr 

KJ v-rZ~V-'UIUIllVAGUUl VGA 


50£7 


£17817 
Ol to 10 


70<J<I T7T7 ctt47 767810 


p 


M00055315P-A00 

1VAU UuJJJ 


TTP?-PnlnnMetT ivpr 

KJ V^Z"\^UiUAlAYAGlAwl VGA 




550077 


70^^ T17 cr743 967814 
ZU j j .11 3 ,gZ*f j_ZO / o 1 *f 


p 


\yT0OO5539inri7 

1V1UUUJ J jZlJL/.Vy AZ 


T TP? -PolnnMetT iver 

L/V/Z'V^UiUIilVACLA-flVGl 


50£5 


448^77 


70^^ K*17 <7-y47 767816 
ZU J J . JVU .gZ*f j_ZO / o io 


p 


M00055394r-H1 0 

1VAUUU J J JZ*rv . AA A U 


TTP?-Pn1nnMetT iver 

KJ wZ V^UlUlliVAGLAwl VGA 


506£ 

JUDO 


555777 
J JJZ 1 1 


9055 K"1 5 <T747 967848 

ZUj J.JV1 J.gZ'TJ^ZU / OHO 


r 


M00055394TVR09 

1VAUU U J J D ZtAJ . A3 UZ 


T TP? -PolnnMetT iver 

U K^tjL v> VJlVJlll VA t» LA-/1 V Gl 


5067 


560578 


7055 H16 ff-743 967868 
ZUJ J. \J I O.gZH J __zo / ooo 


p 


M00055334PF1 1 

1VAUUUJ J-7 Jtv/.J-f A A 


TTP?-Po1onMetT iver 


5068 


560760 


9055ni7c7743 967873 

ZU J J ,JL/ 1 / .gZ*T J ZU f O / D 


p 


M00055313DF10 

1VAUUUJ J J 1 JxJ .±2>L\J 


T TP? -PolnnMetT iver 

KJ V> Z. ~ V-/ VJlVJili. V A WUA^l V GA 


5060 

J\J\jy 


55Q7Q4 

JJ7 /7*T 


9055 frlQ (7^43 967008 

ZU J J .VJ1 ¥ .gZ*Tj_ZU / 7vO 


F 


M000553 1 OT3-H06 

lVAUVJV/JJ J A7AJ.AAV/V7 


T TP? -PnlnnMetT iver 

vJ V^Zf V_/ UILtIIAt lv LA-/1 V GA 


5070 
JU /U 


1 J04 /U 


9055 1370(7743 967010 

ZUj j.X>ZU.gZ*T j_ZD / y 1 3f 


P 


MO0O553 1 0RF09 


T TP? -PolnnMetT iver 


5071 
JU / 1 


558105 


9055 M70 €7743 967075 
zuj j.nzu.gz*Tj_zo / yz j 


r 


MOO055390DFOO 

1YAUUUJ J-?ZUL/.AiU7 


T TP? -PolnnMetT iver 

\J VZ U UlUiAiVAGHjl V GA 


507? 
JU /Z 


*W J 


7055 V91 (7743 767044 
ZUjj . J\Z 1 .gZ*fj__ZO / 7*r*t 


p 
r 


M00055395AF19 

1VAUUU J J J Z J XX. Ai A Z 


T TP?-PolnnMetT iver 

KJ \-rZ. V^LIIUJLLLVAG UAji V vl 


5077 




7055 H71 o-747 7A7048 
ZUJj.\JZl.gZH-j^ZO fy^o 


F 


MOO055334D-nO7 

IVIUUUJ JJD^U.yjyJ f 


T TP? -PolnnMetT iver 

Uv-fZ~v^UlUiAlVAGUIjlVGl 


5074 


477757 


7055 1377 rr«r47 7A7Q54 
ZU J D .JC»ZZ.gZ £ f 0__ZO / 7 J*t 


F 
r 


MO00553 1 617 R1 0 
IVaUUUjjj iOD.D AU 


T TP? -PolnnMetT ivpr 

U ^✓Z~V^UlUlliVACLI_/lVGl 


5075 


557700 


7055 /T-77 t»-y47 7£705£ 
ZU jj .VJZZ.gZH" J__Z0 / yJ 0 


F 
r 


1M000557 1 0PP03 

1V1U UUjjj i7L.\/UJ 


T TP? -PolnnMetT ivpr 

VJ vZ" V_/UlUJAiVACLi_fl VOl 


5076 


554585 


2055 K22 ez43 267960 


F 


M00055325AH02 


I UC2-ColoiiMotLivor 


5077 


451429 


2055.N22.gz43_267963 


F 


M00055333C:F12 


UC2-ColonMetLiver 


5078 


551811 


2055.A23.gz43_267966 


F 


M00055308D:C09 


UC2-ColoiiMetLiver 


5079 


62458 


2055.C23.gz43_267968 


F 


M00055312D-.A09 


UC2-ColonMetLiver 


5080 


551912 


2055.D23.gz43_267969 


F 


M00055314B:G07 


UC2-ColonMetLiver 


5081 


552857 


2055.G23.gz43_267972 


F 


MO0055319C:CO7 


UC2-ColonMetLiver 


5082 


555349 


2055.N23.gz43 267979 


F 


M00055333C:H07 


UC2-ColonMetLiver ; 
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SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


5083 


560259 


2056 F01 ez43 268003 


F 


M00055343DC12 


UC2-ColonMetLiver 


5084 


550063 


2056 G01 ez43 268004 


F 


M00055344DA09 


\J v-AJIWlAlVAVv ULj A V 


5085 


560544 


2056 M01ez43 268010 


F 


M00055352BE06 


UC2-ColonMetLiver 

v* — V-/ V71 v/ALL V IV IAj Jl V vl 


5086 


561108 


2056 P01 ez43 268013 


F 


M00055356CH02 


T JC2-f!o1on MetT Jver 

V-» Vs— vA/lvlllrlw U— 1 V Vl 


5087 


512014 


2056L02ez43 268025 


F 


M00055351BH12 


UC2-CnlonMetLiver 

V/V«i V^VJ'1\J1AJ.TA wl_l V vl 


5088 


627386 


2056 D03 ez43 268033 


F 


M00055341CF04 


UC2-ColonMetLiver 

\J \_x — Wl VAU Y A V H./A V VI 


5089 


561124 


2056 E03 ez43 268034 


F 


M00055342CH06 


UC2-ColonMetLiver 

_> V>— VvlvlllTlvlUl Y VI 


5090 


418482 


2056 H03 ez43 268037 


F 


M00055346AE12 


UC2-ColonMetLiver 


5091 


558562 


2056A04ez43 268046 


F 


M00055336DB03 


UC2-ColonMetLiver 


5092 


551912 


2056 B04 ez43 268047 


F 


M00055338OF03 


UC2-ColoiiMetLiver 

W \_/ V/XV/JLJULTAV 1 * ** V VI 


5093 


552669 


2056D04ez43 268049 


F 


M00055341CG12 


UC2-ColoivMetLiver 


5094 

JV7T 


559857 


2056 J04 ez43 268055 


p 


M00055348DA01 


W V^X> V> vl vllA YA V UU1 V vl 


5095 


557372 


2056 M04 ez43 268058 


F 


M00055352BH05 


T ir , 2-rolonMetT .iver 

vJ V_^_ \> V/AV/AAlYAvtJLJl V VI 


5096 


558182 


2056N04ez43 268059 


F 


M00055354AA01 


UC2-ColoiiMetLiver 

V>* V_^_ VvlVUiflvVJUl Y VA 


5097 


552430 


2056 B05 ez43 268063 


F 


M00055338CG04 

1YAV/V/ V/J «/ «J ~J UV .VJ V/ 1 


UC2-ColonMetLiver 

w V~/_ V_/ V71 v/ALL YA v LJwl V vA 


5098 


560932 


2056 F05 oz43 268067 


Y 


M00055343DG03 


UC2-ColonMetLiver 

VV V*' v/AvAALYA V»U1 Y VA 


5099 

JV77 


559049 


2056 G05 ez43 268068 


F 
1 


M00055345AD05 


w V^— vA vAllYA v l*_rl V vl 


5100 


449405 


2056 C06 az43 268080 


F 
1 


M0005 5 340B • P03 


V> \^v/Av/iAAYAVLAul V vl 


5101 


558769 


2056 G06 ez43 268084 

Z,Vw> V7.\JV/v/.J^CTT J i^vJvlV/VJ*T 


F 
1 


M00055345BB03 


UC2-ColonMetLiver 

w V£> vUlUillTlvlJUl V Vl 


510? 


556? 1 6 


?056 K06 {T743 ? 68088 


F 

JT 


M00055350AF01 


vJV/_ ~Vv\J1UjjaVavIJli1Vv1 




553501 

JJJJ71 


2056 M06 P743 768000 

Z,\J JLI.lYlV/vJ.J^Z/T J ZrUOU7U 


F 


M00055352PA07 

1VXVJ Uv/J-' JJ/(V/./lu / 


T TP?-P,n1nnMpfT iv^r 

Uvy^r VA/1 Will YAv^LJJ-ilVvA 


5104 


561074 

JvJA vJZH 


?056 R07 0743 ?68005 


F 


M00055338rFT06 

1V1 vv W »7 JJJ Ov.llv vl 


\J V^Z- U1U1 1IV1G IJ-fl V VJ 


5105 


56065? 


?056 P07 <7743 768006 

LvJU.vU / .q£ttJ AUOU7U 


F 
r 


M00055340B-F06 

1V1 V/ vi V/ J J J *T V JJ . J_ W LI 


vUl villi VAvlA-fl V Vl 


5106 


550?Q6 


?056 F07 <*743 ?68000 


F 

JT 


M00055343D-H04 

1V1 V UvJJJtJ U .1 1 V*T 


UVyi \^v7lvllllYlvLJU/l V vl 


5107 


560174 


?056 P07 oz43 268100 


F 
1 


M00055356D-n 1 


T JC2-ro1nnMetT Jver 

UVyZ, V^vllvlAALYAVLlvl V vl 


5108 

— ' 1 v/O 


552357 


2056 D08 ez43 268113 


p 


M00055341DH07 


T JC2-rolon MetLiver 

V^^> Vvv^lVJ'All YA vlUA V Vl 


5100 


627130 


2056F08&743 768114 


F 


M00055342DF07 


T TP? -PnlnnMpfT ,iver 

W \Jl villi TlvUJl V vl 


51 10 


500505 


?056 H08 az43 268 1 1 7 


F 
1 


M00055346BG03 


T JP2~PolonMetT Jver 

vV>u vvlvillTlvUJlVvl 


51 1 1 

Jin 


560360 

JUUJU7 


2056 C09 ez43 268128 


F 


M00055340CD01 


UC2-ColonMetLiver 

\J V^> Vwvili T ivLUl Y VI 


511? 


550375 


?056 GOO ffz43 268132 


p 


M00055345BF03 


UC2-ColonMetLiver 

w v/ii< VvlvlilTlv UU1 V vl 


51 13 


440027 


2056 K00 ff743 268136 


F 


M00055350BB12 

IVlVVUJJJJ \J±J.MJ JL _ 


UC2^oloiiMetLiver 

vJ V&f vul Villi Yl V L. l./l V VI 


5114 

«J X 1*T 


440751 


2056 PI 0^743 268157 


F 
1 


M00055357A-AOO 


T JP2-To1onMetLi ver 

vJ V«^/VIJU1 UYA VULvl V Vl 


5115 

•7 JL J. J 


560370 


2056 Cll P743 768160 


F 


M00055340DD01 


X JC2-ColonMetLiver 

V> Vm VVlVlU'lViUl Y VA 


5116 

•J JL I V7 


561 1?4 

JUll Z,*T 


7056 F11 az43 76816? 


F 
1 


M00055342DH05 


T JC2-PolonMetLiver 

KJ V^r V VlVllUT 1 V UjI Y VI 


5117 


540041 

Jt7U*T 1 


?056 Jll i>743 768167 


F 
1 


M00055340A-F07 

iviv vv/.'*/«J i T^7jr\.jr w / 


UC2-ColonMetLiver 

\J V/ VvlvlAU YA V LI Jl Wl 


5118 


560695 


2056.Kll.gz43_268168 


F 


M00055350B:D09 


UC2-ColonMetLiver 


5119 


471712 


2056.Nll.gz43_268171 


F 


M00055354A:G11 


UC2-ColonMetLiver 


5120 


448285 


2056.F12.gz43_268179 


F 


M00055344A:G11 


UC2-ColonMetLiver 


5121 


561068 


2056.N12.gz43_268187 


F 


M00055354A:H08 


UC2-ColonMelLiver 


5122 


562883 


2056.B13.gz43 268191 


F 


M00055339B:D10 


UC2-ColonMetLiver 


5123 


560717 


2056.C13.gz43 268192 


F 


M00055340D:F08 


UC2-ColonMetLiver 


5124 


560199 


2056.E13.gz43 268194 


F 


M00055343A:C09 


UC2-ColonMvtLiver 
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NT 
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LIBRARY 


5125 


61 S3 1 1 

vlOJ X X 


2056F13sz43 268195 


F 


M00055344BA12 


TTP?-r , n1nnMptT ivp»r 

KJ V^Z.**V^VI1UXX1VXCUL/1 V Ci 


5126 


455370 

*T J JJ f 7 


2056 Ml 3 P743 268202 


F 

X 


M00055353TM300 

1VXVI VI v J J J J J JJ . JJ V/ 7 


TTP?-PnlnnMptT ivpr 

U v/L VAJ1U1X1VXO LX-f I V CI 


51?7 

J iz. / 


47127? 


2056 013 0743 268204 

Z.VIJVJ.VJ iJ.gLtJ auoz,vtt 


F 

X 


M00055356A-R06 

IVL\J\J\J J J J JUA..UUU 


TTP?-Pn1nnMptT ivpr 

\J V^Z>~V^OiOXXiVlCLiul vci 


5128 


562576 


9056 D14 0743 268200 


F 

X 


M00055342AF08 

1VX VI v/ vr J J J*TZr^\.. Xwvl O 


TTP7-Pn1nnMpfT ivpr 

%J " VAIiOiXiVXCLXjl V Gi 


5170 


6?6061 


2056 014 0743 268290 


F 


M00055356ATI04 


TTP7-Pr»1nnMpfT ivpr 


J 1 Jw 


558867 

JJOOO / 


2056 A 1 5 ov43 2682?? 


F 


M00055337TVI11 0 

IVxvIVIOjjjj I lJ.DL\J 


TTP?-Pn1rwiMptT ivpr 


5131 


553875 

JJ JO / J 


7056 TCI 5 0743 ?68?3? 

ZUJ O.JVX J.gZrt J Z.OOZJZ 


F 


M00055350rfr1 1 

XVXUVlOJ J J JOv^.VjTX 1 


U ^Z.~V^^IUliiVXCU-flVCl 


513? 


556365 


2056 015 P743 268236 


F 


M00055356 A Tj00 

1VXV VI \J J J J J OxTk..XVVI 7 


TTP?-Pn1nnMptT ivpr 

VJ V^Z~ VjUIUJJU.VXCLL/1 V ci 


J 1 J J 


453004 


9056 Al 6 0743 ?68?38 

ZV J O ..TV X o .gz*t J__ZOOZ J o 


F 


M00055338AA07 


TTP7-Pn1nnMpfT ivpr 

U V_^Z ~V^01UiLLVXCLXj1 V CI 


5134 


558653 

JJOOJj 


7056 CI 6 0743 768740 


F 

X; 


M0005534 1 TV A0 1 

ivxv/vivi J J J*t l xj.rWJ x 


T TP? -PnlnnMptT ivpr 


5135 


560868 


9056 F1 6 0743 76874? 


F 


M00055343A(t03 

IVXV/VI VI J J J*T JXTL..VJ VI J 


TTP?-Pn1nnMpfT ivpr 
U Z. ~ vAllOxxiVx C livl V Ci 


5136 

J 1JU 


551305 

J J X JW J 


?056frl6a743 768744 


F 

XT 


M00055345D-A04 


TTP?-Pn1nnMpfT ivpr 

U v^^. V^VJlOXXiVXCULfl vci 


5137 

J X J / 


550004 

JJ7UUt 


2056 HI 6 f>743 268245 


F 

XT 


M00055347A-r03 

ITXV/V/VI J J / A.. V^uJ 


T TP?-Pn1r>TiMptT .ivpr 

Uva V^VIXUXXLVXClXwXVCX 


J X JO 


238146 


2056 N1 6 0743 268251 


F 

X 


M00055354CC12 


T IP2-Pn1nnMetT A ver 

VJ V/ ^ V^VIIUI llVXw LXvl V cx 


5130 

J 1J7 


550071 


2056 A17 0743 268254 

JVJ.ZXX / ,££ZiTJ i.UOi.J*T 


F 

X 


M00055338AA03 

1VXVI V VI J J J J OXTt .xTAI J 


T IP2-Pn1ntiMetT .iver 

VJ ^> V^VIIVIXXl VXCLXvi V vl 


5140 

J X "V/ 


550063 


2056 T1 7 0743 268262 

<#VI JV/.XX / .gLTJ iC.UOZ.Ui. 


F f 


M00055348BA02 


T JP2-Po1onMetLiver 

VJ V-/ a. V-/VI1V/1 llVXw 1.1 /I V CI 


5141 


540781 

JH7 / O X 


7056 Ol 7 0743 268268 


F 

X 


M00055356RB04 

1YXVI \3 \J J J J J VI XV . XJ V/*T 


T IP2 -PolnnMetT .ivpr 

VJ \*t VIXUXIXYXwIJul VCI 


514? 


401240 


2056 F18 0743 268275 


F 

X 


M00055344P-r08 

1VX V/ V/ VI J J J"T*T V_/ . VI O 


TTP2-Pn1nnMptT ivpr 

VJ w Z> v»» VIXVIXX1 VXC LXjI V CI 


5143 


550087 

JJ7UO 1 


7056 HI 8 0743 ?68?76 

Z.VJ JO. VJ X O.^Z.'tJ Z,\)OjLI\j 


F 


M00055345D-D01 

1VXVI VI VI J J J *T J XJ^ . XJ V7 X 


TTP2-Po1nnMpfT ivpr 
u y~j v^oiuiixvxc ulj i v cx 


5144. 


103173 

XV J lZ J 


7056 T18 0743 768778 

£.\J JO. XX O.gZtt J iuOZ. / 0 


F 

X 


M00055348RR05 

1 TXVI VI VI J J J *T O JJ . JJ \J J 


T TP? -PnlnnMetT ,ivpr 

VJ VII Villi VXC UUrX V CX 


5145 

J x*tj 


426608 

*tZ0070 


7056 Ml 8 0743 ?68?8? 

Z.UJO.IVI 1 O.gZ.'tJ zoozoz 


F 


M00055353CA05 

1VXVI v Vr J J J J J w ./TVI J 


TTP?-Pn1nnMpfT ivpr 

VJ V-^x. V» VIlOXll VXC LX^l V CX 


5146 


560754 


9056 P 10 ot4^ 968988 

ZOJO.V>X7.gZ*+J ZOOZOO 


F 


M00055341 TVC07 

IVXVIVIVIJj JtlD.V/u / 


TTP?-Pn1nnMptT ivpr 

VJ V^UIUIH VXC LXvl V CI 


5147 


£ rOj < tX7 


7056 Til Q o74** 9689R0 

ZUJD.l/ 1 7.gZHJ ZOOZOJ* 


F 


M0005534?"R-P08 

IVxOOO J J jt-ZIj . V/uO 


TTP?-Pn1nnMptT ivpr 

\J V-rZ -V^010lXlVXCUL*l V CX 




400047 


9056 T710 rr743 968900 
ZUJO.XJ/lJ'.gZ'tJ ZOOZtV 


F 


M00055343PR1 1 


TTP?-Pn1nnMpfT ivpr 

U VvZ" wOlOXXiVxCULrl V wl 


5140 


55Q0Q3 

JJ7O7 j 


9056 Prl 0 0r43 968909 

ZO J O . VJ 1 7 .gZ*r J ZOO Z7Z 


F 


M00055345DT) 1 ? 

IVxUUUj J J*tJJ-/.J-/ xz 


TTP9-Pn1nnMptT ivpr 

VJ V^Z. V^VJlUlUVXCLX-fl v cx 


51 50 


458.61 a 

H-JOOXO 


905ft T10 o-yA'? 968905 
ZUjO.J iy.gZ*tj__ZooZ7J 


F 


M00055340P-rt07 
iYlviUU j j jHyv^.VJO / 


TTP9.-Pn1rknMf*rT ivpr 
Uv^Z-v^OlOIliVlcU-flVcr 


5151 
j ij 1 


558RQO 

JJ0O7U 


9056 F90 0t43 968307 

ZL/JO.JT ZU.gZHJ ZOOJU/ 


F 
r 


M00055344C-F00 


TTP9-PnlnnMptT ivpr 

UOZ~\^OlOXXlYXCU_rXVGX 


5159 


550746 
j j7Z*to 


7056 O90 o743 968308 

ZO J O . VJZ O -gZt J^ZOO Juo 


F 


M00055345DF0? 

lYXU \J \J J J J *+ J XJ . I2r OZ 


TTP9-Pn1nnMpfT ivpr 

U V^Z~V - f0101XlVXCLXjl VCI 


515^ 


569R4Q 


9056 T90 CT743 96811 1 

ZO JO.JZO.gZ*t J ZOO J X 1 


F 
r 


M00055^40Pt-Tl ? 
ivioou j j jnyv/ .XT l z 


TTP9-Pn1onMpfT ivpr 

U V^Z~V^010XXlVxClJ-<l vci 


5154 

J 1 J*T 


561 1 1 6 

Jul HO 


9056 A91 0-7-43 968318 

ZVlJO.r\Z 1 .gZtJ ZOO J 1 0 


F 
r 


M00055338A-H10 

lYlOOO j j j j OrV.xx 1 0 


TTP9-Pn1rwVlvfptT ivpr 

VJ vA" V^OlOXXlVlCU-d V d 


51 55 

J 1 J j 


5583^4 


9056 Crl 1 o-z4^ 968394 

ZUjO.VJZ 1 .gZH j__ZDO jZ*f 


F 
r 


M00055345D-F05 

iVIUOO j j j *t J . HO J 


TTP7-Pn1nnMptT ivpr 

VJ V^Z"V»/010IUVXCLJ-rl VCI 


51 56 

Jl JO 


557758 

jJZZ JO 


9056 T99 0743 968349 

ZO JO.JLZZ.gZ'r J ZOO JHZ 


F 


M00055348R-F05 

IVIOOO J J jHOXJ.P o j 


TTP?-Pn1nnMptT ivpr 

VJ VxUlUlXlVXClXwl vex 


5157 


5603 1 1 

JUVJ 1 X 


9056 K9? 0743 ?68344 

Z.UJU.IVt.^.gZitJ ^VJOJ*T*T 


F 

X/ 


M00055351 AP00 

1VXVIVIV/J J J J XzV. V^/V/7 


T TP? -PnlnnMptT a vpr 

VJ V/X V/ VI HJ1X1VXC LXvl v cx 


51 58 


5607 1 4 

jOO f 1*T 


7056 A?3 0743 768350 

£UJU,/\4>J.gZ4J ZOO J JO 


F 
r 


M00055338RF06 

IVXyvOJ J J jOJJ.r oo 


T TP? -PnlnnMptT ivpr 

VJ v-»^» ""V>VllVJlXlVXCIJ-fX V cx 


5150 


406460 


2056 D23 0743 968353 

Z,UJU.L»i, J.£^C.*T J &UOJJJ 


F 

IT 


M00055347PF03 

XVXVI VI V/ J J J*tZ>V^ .XwVI J 


T TP?-PnlnnMptT jver 

VJ V^ VII Villi VXC ULsl V CX 


5160 


487623 


2056.N23.gz43_268363 


F 


M00055355A:A10 


UC2-ColonMetLiver 


5161 


559806 


2056.F24.gz43_268371 


F 


M00055344C:H09 


UC2-ColonMetLiver 


5162 


560088 


2056.G24.gz43_268372 


F 


M00055346A:B01 


UC2-ColoixMctLiver 


5163 


556011 


2056.J24.gz43_268375 


F 


M00055349D:F02 


UC2-ColonMetLiver 


5164 


555095 


2056.L24.gz43_268377 


F 


M00055352B:E01 


UC2-ColoiiMetLiver 


5165 


558959 


2056.M24.gz43 268378 


F 


M00055353D:C05 


UC2-ColonMetLiver 


5166 


466887 


2065.M01.gz43 268394 


F 


M00055373C:F05 


UC2-ColonMetLiver j 
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NO 


CLUSTEF 


SEQ NAME 


ORE 
NT 


CLONE ID 


LIBRARY 


5167 


495799 


2065 C02 ez43 268400 


F 


M00055360CC05 


UC2-ColonMetLiver 


5168 


550562 


2065E02ez43 268402 


F 


M00055363A-F07 

1TXV \J\J *J *J —* \J*J L. X. v / 


UC2 -ColonMetLiver 


5169 


523606 


2065 H02 ez43 268405 


F 


M00055367DA05 


UC2-ColonMetLiver 

WV/L V^vlV/lXLVXVyLul. V wJl 


5170 


549163 


2065 J02 ez43 268407 


F 


M00055370BF07 


UC2-ColonMetLiver 

V^V>£> V^V/lV/XUVXWUI-rX Vwi 


5171 


562844 


2065 P02 ez43 268413 


F 

X 


M00055377BE10 

IUUUUJJJ # IU,±^X\J 


T IP2-Po1nnMf*tT ,i vpt 

UV/if V^V/XUlXLVXVvLul VVvX 


5172 


636651 


2065 F03 cz43 268419 


F 


M00055364DE09 


V-/ \_/ V/XVilXX YXvlXvl V vl 


5173 


543373 


706S M03 0743 268476 


F 
i 


M0005S373CH10 


\J\^£i V/V/XUXXXVlVvLLrX V CX 


5174 

J X 1 "T 


556416 


2065 L04 2z43 268441 


p 


M00055372DC11 


T IP7 -PxilnnlVretT .i* ver 


5175 

J X 1 J 


498509 

T7DJV/7 


2065 M04 ez43 268442 


F 


M00055373DB08 


T IP2 -fV»1nnMefT \ ver 


5176 

J X i \J 


376776 


206S N04 az43 268443 


F 


M00055374CF01 


VJ VvZi V^UXUXXXVXt*Ll_/l V vvl 


SI 77 

J X 1 I 


SS9696 


706S DOS a743 268449 


V 


lVf 0005 S36 1 D-FT1 2 

XVI Vf v UJ «J J \J 1 JL/ *X XX £t 


VJ V^UXUXXXVlVvllvl V VvX 


SI 78 

J X 1 o 


484748 


706S KOS az43 268456 


V 

X? 


MO00SS371DRO8 

IVXVvvJJJ / X l/.lJuO 


VJ V_^Z/ V_/VJXUXXXV1WLX-/X V VvX 


5179 

j ± i y 


561779 


706S OOS P743 268460 


F 
i 


M00055376AA08 


VJVsZr V/VlXVXXXXVlVvlX^XVwX 


5180 

J X ovs 


627797 


206S A06 az43 268462 


F 
i 


M00055358AF09 


VJ ^> W V/1UUX VX Vv IX^rX V wX 


SI ft 1 


4S6469 


706S T06 0743 268464 


F 


M00055360C-G1 1 


VJ vZ, V> WXVJXX1 V1CLX-/X V CX 


5187 

•J X oz. 


552031 


706S T06 1*743 268471 


F 


M00055370C*D02 


VJ V^VXvMXXVXwU_/X V VvX 


<J X OJ 


S27410 

JZ / flu 


706S G07 0743 268484 


p 


M000S5366DG10 

1V1UUUJ J JUyX/.VJ IV/ 


VJ V_/ ^ V_/ V/XU1XX VX Vv IJ-^l V vl 


5184 

J lot 


SS69S9 


706S T07 0743 268486 


F 
i 


MO00S S3 69 A *H08 

XVlVf \J\JJ JJU 7A. 1 IV/ O 


T TP 9 -Pol nnMptT .ivpr 

VJ V»y Z. V/\J1UXXX VXV/ XX-r X V VvX 


5185 

J X O J 


S01S34 

JVlJJt 


706S R08 0743 76849S 


F 

X 


M00055359C-H09 


T IP9-Pn1nnMetT .i vpr 

VJ V^Zt^^vlXUXXXVXVvLX-rl V wX 


5186 

J lOU 


91 178 

7 1 1 / o 


706S F08 a743 268498 


F 

X 


M00055363CE02 


T IP7-PolrmMetT .iver 


5187 


46137S 


706S P08 0743 268509 


F 

X 


MO00SS377CGO1 


T IP7-Pn1ftnMptT .ivpr 

VJ Vw<b> V/ VJXUXXX VXVv UU/1 V VvX 


S188 


S6148S 


206S A09 <T743 768S10 


F 
i 


M000SS3S8B*r01 


IIP7-Pn1nnlv1ptT ivpr 

VJ V^Z V> VJX UXXXVXVv Ll-vl V VX 


518Q 

J X 07 


SS7783 

J J f 1 OJ 


706S T09 a743 268S18 


F 
i 


M000SS369CD04 


T TP7 -PnlnnMptT jvpr 

VJ VvZ> V> VJIUIUVXC* UL/X V VvX 


5190 

<J X 7V 


474580 


7065 O09 ^743 268524 


F 


M0005S376BA03 


T IP2-Po1onMetLiver 

VJ V^Zr \_/V/lV71Xl VXV/LX-/1 V Wl 


5191 

<J X ✓ X 


4S0637 


2065 P09 pz43 268525 


F 


M00055377CH08 


T JP2-Po1nnMetl ,iver 

VJVvZ* v/V I /XV7XXXVXVvUuX Vvl 


5192 

J X 7a# 


504 167 


206SN10P743 268539 

^vUJ.li( lV/.g^TJ ZiVJVJ<JJ7 


F 
i 


MO00SS374D-r09 


T IP2-Pn1nnMetT \ ver 

VJ vvZ. v_/VJlV>/XXXVXt'iXjX V VvX 


5193 

J X ^ J 


561279 


2065 O10 2z43 268540 


F 


M00055376BA11 

xtxv/v/v/j / ui/.rvi x 


T JP2-Po1onMetLi ver 

VJ VilV/XUVXw 1 1 >1 V vl 


5194 


451 124 

tJ 1 1 Z»*T 


2065 Bll az43 268543 


F 
i 


M0005S3S9D*ri2 

lYXUUUJJJJ7X/.V/XZt 


T JP2-Pn1nnMpfT jver 

VJ WZ>^^rVJXVXXXXVXVvLX-/l V vl 


S19S 
j xyj 


SS8412 


706S T>1 1 c?743 768S4S 


F 


M000SS367C R06 


T TP7 -PnlnnA/TpfT i ver 

VJ V>Z« V_yUlUXXlVlt>UX-jX V VvX 


SI 96 


SS8334 


706S F1 1 o743 768S47 


F 


M000SS36SP-D1 7 


TTP9-Pnlnn'MptT iver 

VJ V_/Z, ~ V/ UlUXXiVIC LX-rX V CI 


SI 97 


SS226S 


206S K1 1 0743 768SS2 


F 


MOO 0 S S 377 A TT07 


TTP7-Pn1rm1vfprT iver 

VJ V-y Z, V^V/XUXXXVXVvLuX V VvX' 


5198 

•J 170 


555796 

J J J t vl 


2065 Mil ffz43 268554 


F 

X 


M00055374AB11 


I JP2-Pn1onMetLi ver 

VJVvAir V'VXV/XLLVXwIXvX VVvl 


5199 

J 177 


558507 


2065 N1 1 0z43 268555 


F 

X 


M000SS374DF1 0 

XVXV/V/V/J J»7 / tJ-/.J. IV 


T IP2-PolnnlVfetT ,iver 

VJ VvZr VvVJXVV XXX VXw IX/l V Vvl 


S200 


453846 


2065 Oil 0743 268556 


F 
i 


M000SS376BR01 

XVlv/V/v/ J J J / VJXJ.XJV/X 


T IP2-PolnnM ptT -iver 

VJVvZ. V^VJIUIUL VX t/ UL/X V vl 


5701 


SS6430 


2065 G1 7 0743 768S64 


F 
i 


M000SS367AR1 1 


TTP7-PnlnnMptT iver 

VJ V>Z. V>VXXVXXXXVXVvLXwl V VvX 


5202 


549984 


2065.J12.gz43_268567 


F 


M00055370D:F06 


UC2-ColonMetLiver 


5203 


561825 


2065.F13.gz43_268579 


F 


M00055365C:F11 


UC2-ColoiiMetLiver 


5204 


560959 


2065J13.gz43_268583 


F 


M00055370D:H07 


UC2-ColoiiMetLiver 


5205 


636876 


2065.M13.gz43_268586 


F 


M00055374A:E01 


UC2-ColonMetLiver 


5206 


562801 


2065.P13.gz43_268589 


F 


M00055377D:F12 


UC2-ColoiiMetLiver 


5207 


559675 


2065.D14.gz43 268593 


F 


M00055362C:G08 


UC2<;olonMetLiveT 


5208 


632260 


2065.Kl4.gz43 268600 


F 


M00055372B:E01 


UC2-ColonMetLiver 
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ID 
NO 


CLUSTER 


SEQ NAME 


ORE 
NT 


CLONE ID 


LIBRARY 


5209 


490308 


2065.L14.gz43 268601 


F 


M00055373B:A09 


UC2-ColonMetLiver 


5210 


559828 


2065.B15.gz43 268607 


F 


M00055359D:H02 


UC2-ColonMetLiver 


5211 


559022 


2065 .C 15 .gz43_268608 


F 


M00055361A:C01 


UC2-ColonMetLiver 


5212 


•556850 


2065.F15.gz43_268611 


F 


M00055366A:B04 


UC2-ColoiiMetLiver 


5213 


508515 


2065.J15.gz43_268615 


F 


M00055371A:B05 


UC2-ColonMetLiver 


5214 


465610 


2065A17ez43 268638 


F 


M00055358D.G04 


UC2-ColonMetLiver 


5215 


463304 - 


2065.E17.gz43 268642 


F 


M00055364B:D01 


UC2-ColonMetLiver i 


5216 


551551 


2065.F17.gz43 268643 


F 


M00055366A:H08 


UC2-ColonMetLiver 


5217 


559963 


2065.E18.gz43 268658 


F 


M00055364B:E10 


UC2-ColonMetLiver 

V** V-/X^ vVlvlU'&Vbul v VI 


5218 


562027 


2065 J18 az43 268663 


F 


M00055371A:H10 


UC2-ColonMetLiver 

V_>-^-' VV1V1U* IV U^X V VI 


5219 


561868 


2065 K18 ez43 268664 


F 


M00055372BF11 


UC2-ColoxxMetLiver 

V-/ V^-fc. \»y V/l VXXI » X V kXwX V Vl 


5220 


561610 


2065 J 19 ez43 268679 


F 


M00055371B:D01 


UC2-ColonMetLiver 


5221 


562565 


2065M19ez43 268682 


F 


M00055374B:D05 


UC2-ColonMetLiver 


5222 


235456 


2065 P19 ez43 268685 


F 


M00055378AB12 


UC2-ColonMetLiver 

V-/ V/A« VXvXXlTXvLJ-jX V vl 


5223 


553615 


2065 C20 ez43 268688 


F 


M00055361BF12 


UC2-ColonMetLiver 


5224 


534054 


2065 E20 ez43 268690 


F 


M00055364CB08 


I JC2 -ColonMetLiver 

V-» V->-«w V Vl will TXV UUl V VX 


5225 


511746 


2065F20cz43 268691 


F 


M00055366BC04 


UC2-ColonMetLiver 


5226 


559495 


2065 A21 ez43 268702 


F 


M00055359BF03 


UC2-ColonMetLiver 

W vvlV/lllTXvliXvl V Vl 


5227 


559675 


2065 C21 cz43 268704 


F 


M00055361BG08 

iTIVVVJw'*' v XXJ . VJ v/o 


UC2-ColonMetLiver 

VJ \~/£~ vvl L/XX1 TX v UU1 V Vl 


5228 


553705 


2065 J21 ez43 268711 


F 


M00055371BF01 

ITiUvUJJJ / X XJ >X V/ X 


T iri-folonMetLiver 

V-/ V> U1U 1X1 T X V Ut-il v vl 


5229 


559764 


2065 M21 &743 268714 


F 


M00055374BF06 


T TP9 -ColnnMetT ,i ver 

VJ \*/JLt V/lUlxL VXv UL-/1 V vl 


5230 


482090 


2065N21ez43 268715 


F 


M00055375BiH02 


UC2-ColonMetLiver 

V-/ V^^r VvlViXlTXV LI iX V VI 


5231 


562459 


2065 C22 ez43 268720 


F 


M00055361CE05 


UC2-ColonMetLiver 

V> WiVJil'XV Uil ■ /X V VI 


5232 


553904 


2065 K22 ez43 268728 


F 


M00055372CE03 


UC2-ColonMetLiver 

V> v«> VVlViUTXV 1 1 /X V VI 


5233 


555878 


2065 N22 ez43 268731 


F 


M00055375BH07 


UC2 -ColonMetLiver 

\J VVluiiiTlVlXJl V VX 


5234 


559676 


2065 A23 ez43 268734 


F 


M00055359BG09 


UC2 -ColonMetLiver 

V 1 Vi( VVlwUiTlVliUl T VI 


5235 


505971 


2065 F23 ez43 268739 


F 


M00055366CB11 


UC2-ColonMetLiver 

^/X* wVlVlli'lVlXVl ▼ VX 


5236 


62458 


2065 H23 ez43 268741 


F 


M00055368DE03 


UC2-ColonMetLiver 


5237 


207099 


2065 023 ez43 268748 


F 


M00055377AB11 

IriVVVtt/ J *J 9 t 11,1/ X X 


UC2-ColonMetLiver 


5238 


491635 


2065A24ez43 268750 


F 


M00055359BH07 


UC2-ColonMetLiver 

v V/ vl vXIXv XV LXJl V vl 


5239 


32021 


2065D24ez43 268753 


F 


M00055363AD02 


UC2-ColonMetLiver 


5240 


448741 


2065 N24 ez43 268763 


F 


M00055375CC08 


UC2-ColonMetLiver 


5241 


504560 


2078 HOI ez43 269031 


F 


M00042953BD02 

1TJ,V/W Ttt ✓ • JUf \J £m 


UC3-NormColon ' 

WJ 1 1 VI 111 Wl Vll 


5242 


516415 


2078.M01.gz43 269036 


F 


M00042965A:G02 


UC3-NonnColon 


5243 


452981 


2078J02ez43 269049 


F 


M00042958BJH04 


UC3 -NormColon 


5244 


514594 


2078.L02.gz43_269051 


F 


M00042963B:E12 


UC3-NormColon 


5245 


451923 


2078.B03.gz43_269057 


F 


M00042586C:E01 


UC3-NormColon \ 


5246 


512721 


2078J03.gz43_269065 


F 


M00042958C:D04 


UC3-NoraiColon 


5247 


512051 


2078.K03.gz43 1 _269066 


F 


M00042960D:C11 


UC3-NoimColon 


5248 


506920 


2078.P03.gz43_269071 


F 


M00042976B:F05 


UC3-NormColon 


5249 


451401 


2078.F04.gz43_269077 


F 


M00042628B:G11 


UC3-NormColon 


5250 


448594 


2078.104.gz43_269080 


F 


M00042955DH03 


UC3-NonnColon 
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SEQ 
ID 
NO 


CLUSTEF 


SEQ NAME 


0RJE 
NT 


CLONE ID 


LIBRARY 


5251 


452898 


2078 M04 ez43 269084 


V 

j. 


M00049065RfrOR 
ivxuuutz y\j JD . KJ U 0 


T TP 3 JMnrm Pnl nn 


5252 


505679 


2078 N04 0743 260085 




M00049060TI-F0 1 

lYxUUU*TZ7U5rjj.FJiU 1 


TTP3 "NJ/\rinPr»1rtr» 


5253 


4^161 8 

*T J lUlO 


2078 O04 0743 960086 


F 


M00049079PF07 
iviuuu*rzy / ZV^.F u / 


ulj -in orniv_/Oioii 


5254 


451841 


9078 G05 0743 960004 

/ 0.\jTUJ.gZ*TJ ZD7U7T 


r 


M00049Q5 1 n-pn^ 

lVlUUU**Zyj xL/.V/UJ 


TTP^ "Mr»rrr»P/^1<-»*» 


5255 


448000 


9078 TO 5 0743 960006 


17 

J7 


M00049056A-H09 
xviuuuHzy j DA.riuz 


U -in onTiv^OiOn 


5256 

JX* J VJ 


440000 


9078 NO 5 0743 960101 

ZU / O.rNUJ.gZHJ 


r 


A/ronn49060R*Pn n 

IVlUUUH'Zl'Oi/xj .\J 1 u 


kj\^j"ls onni^oion 


5257 


373239 


2078 O05 0743 260102 

Aw / O.V/VJJ.gZTTJ AU71VA 


F 


M00049079P*F00 
iviuuuH'zy /zV/.ru7 


T TP 3 _AT/Yrrv» Pr»tr\ti 

-in oixiiV/Oion 




451809 


9078 D06 0743 960107 


V 

r 


A/T00049 69 3 R • R00 
IVIUUUH ZOZ J D . D\Jy 


TTP^ \Tnrmr , AlAn 

U L/O -IN OuIiL/OIOIl 


5250 

JZJ7 


51 1746 

J X X / 1 VJ 


9078 F06 0743 960108 

ZU /O.XvUU.gZ'TJ ZO71U0 


r 


M00 049 ft9 5FI- PH7 
lVlUUU*rZOZ DU .^U / 


u l^j -in onni^oioii 


5260 


516522 


9078 F06 0743 960100 

ZVJ / O.J/ vv.g&itJ iU7lU7 


F 


M00049£9RP-Ol n 

IVIUUUH-ZUZ o\_^ ,\J 1 U 


U \sj -IN OlIllV^OiOIl 


5261 

Jx>VS X 


423578 


2078 J06 0^43 2601 13 

a»v / O.JwU.5A*tJ LU7 X X J 


F 


M00049050A-R07 

lVlUUUHZ^J^/TL.FiU / 


T TP 3 _KFr\rm Pnl rvn 

Uw in unnvA/ion 


5262 


513888 

J 1JOOO 


2078 F07 0743 960194 

AviO.lju/.gLtJ ZU71Z*T 


F 

F 


M0004969 5FI-F0R 

1V1UUUt-ZUZJJ-/.F^UO 


T TP3 JMnrm Pr»1 on 
U -IN OHLl^OIOIl 




459801 


9078 T 07 0743 9601 31 


F 

F 


M000490ft3"n*Fl 1 
IVlUUUH-ZyujU.F 1 1 


TTP^ "M/\rmP/\1/\-M 

ulj -in oniiv^oion 


5264 


459775 
tjz / / j 


9078 1W07 0743 960139 
zw / o.ivxv / .gZitj zu7 x jz 


F 


M000490ftSP«FOA 
iVxUUUHZ yo J l-/ . JdUO 


TTP3 "MnrmPol/M* 

uv/j -in onjiL^oion. 


5265 


41 5895 


9078 P08 0743 960138 

ZU /O.^A/O.gZ'TJ Z07100 


F 

F 


luio 0049 ^ r on • nn r 

IVlUUUf Z D oyU .UVJo 


u VsD -in onnL/Oion 


5266 


447004 


9078 F08 0743 960141 


F ! 

F ' 


1vT00049ft9RriFl 9 
JLYxUUU*tZOZo.L/.F 1Z 


T TP3_\TnrTriPr»lr\Ti 


5967 

JZU / 


5 14 1 49 


9078 TOR otAI 960145 
zu / o.juo.gz*TJ zoy jlhj 


F 
F 


iviuuu'f zv j yi\.xiUo 


u -in ormuoion 


5968 

JZOO 


Q963Q 

7ZOJ7 


9078 R00 ov43 9601 53 

ZU / O.JjU7.gZ*tJ_ZUi7l J J 


F 

F i 


iv>rnnn49 ^ r 7R «Pin7 

iYIUUUhzjo /D.kjK) 1 


U -IN Oiml/OIOll 


596Q 


459 1R9 


9078 P0Q crr43 9601 54 
ZU / O.vyUy.gZ^tJ ZOJ/1JH- 


F 
F 


\ji nnn49 ^ r on • fh ^ 

IViuuu'f z j o yU.r uz 


u L/ o -in ormL/Oion 


5970 

jZ f\J 


44791 0 
*Y\ /zIU 


9078 nOQ ctt43 9£Q155 


F 
F 


IVIUU u*fz Oz j u . uuz 


u Lj -in orniL/Oion 


5971 
jz 1 x 


459500 


907R HOG t>^43 9£Q1 A£ 
z U / O . \J U .gZH- j_zO 7 1 0 D 


F 
F 


"NAnnn/no^^U'tii n 

IVluUV/'fzy / DD.DlK) 


U Lo -IN ormL-olon 


597? 
JZ /z 


459904 

^JZZUH' 


907R A 10 0743 9AQ16R 
ZU / o./\xU.gZ't j_ZO;* IDo 


F 
F 


IVIUUUhz j o d U .f u j 


u Lj -in ormv_/Oion 


5973 


AA1(Y> 5 

HH / UZ J 


907RF10o«r43 960179 
zu / o.xwiu.gz £ Tj_zoy i /z 


F 

F 


iVlUUU^f ZOzOo . A 1 Z 


u L/ J -in ormcoion 


5974 
JZ /*+ 


459394 


907R PM 0 er^43 9601 74 
ZU /O.VJl U.gZH J ZOyi #t 


F 
r 


iviuuu4z7JzA.riiz 


u i^j -in onnv^oion 


5975 


50^001 


907R All r*«r43 9£Q1R4 

zu / o.ai l.gz^j zoyio*f 


F 
F 


MUUU4zjoj1/.f 1 1 


UUi-JNonTll^OlOxl 


5976 


507340 

JU / Jt7 


907R PI 1 a«y43 9601 R6 


F 

r 


luTOn049500R-PJn9 
IViUU U*f Z J y\JD . VJUZ 


ui/j -in orni \s oion 


/ / 


459059 

*tJZVJZ 


907R F1 1 0t43 9601 80 
zu /o.rii .gzt j_zo7 1 07 


F 
F 


A>fOOn49A90A«F1 1 

iviuuuHzozyiv.jcii l 


U Lj -IN OrulLOIOn 


5978 


500R53 
JUUOJ J 


907R PM 1 o-r43 9£Q100 


F 
F 


iVluUU4zyDzl>.Auo 


ULj -JN ormLoion 


5970 

JZ fZf 


514160 
J IHIOU 


907R Til *»t43 9£Q1Q'3 


F 
F 


jviuuu^zyjyo.iix i 


U u 5 -JNormLoion 


5980 

JiiOu 


418340 


907R PI 9 <r743 9^0909 

ZU / O.l./lZ.gZHJ^ZOyZUZ 


F 
F 


mrnnn495onp«pno 


ULj -IN OIItILOIOII 


5281 


459142 


9078 HI 9 0743 960907 

ZU / O.XXlZ.gZ*T«3 Z*\iy/A) 1 


F 1 
F 


iurnnn490^4 a 'FH4 

IVIUUUH" Ay JHJx.r UH 


T TP 1 J\L/vrm P r*1 n-n 

U L j -INOIiTlLOIOIl 


5282 

JZOZ 


45 1 004 

^ J I77t 


9078 T19 0743 960908 

ZU # O.XlZ.gZt.7 ZU7ZUO 


F 

F 


M00049057 A FI06 
lVlUUUnZy^ /A.JJUO 


TTP3 JMnrm Pnlrwi 
U Lj -IN OnuLOlOIl 


5283 


45261 5 


9078 T19 0743 960900 


F 
F 


M0004905OP-POA 
iviuu utz y d y . v^uo 


ULj IN OlxllLOlOn 


5284 

JZrO*T 


459800 

TJZ077 


9078 K19 0743 960910 

ZU / O.jVlZ.gZHO ZQ7Z1U 


F 
F 


A>r00n49Q69 A -rrOA 

iviuuu £ fzyozA.uru i f 


ulj-in oimLoion 


5985 


446438 


9078 K13 0t43 96099ft 

Z U / O . JV 1 J .gZ*r -5^_Z Q^Z ZO 


F 
F 


IVIUU U*t Z 70zx3 . AUj 


T Tf" 1 *5 JMnrm Pol on 
ULj -IN OrniLOlOIl 


5286 


452462 


2078.D14.gz43 269235 


F 


M00042624DB05 


UC3-NonnColon 


5287 


510169 


2078.J14.gz43_269241 


F 


M00042959DA05 


UC3-NonnColon 


5288 


508088 


2078.B16.gz43_269265 


F 


M00042588A:G10 


UC3-NoimColon 


5289 


452031 


2078.E16.gz43_269268 


F 


M00042626D:D12 


UC3-NormColon 


5290 


513155 


2078.K16.gz43 269274 


F 


M00042962C:D05 


UC3-NormColon 


5291 


513156 


2078.L16.gz43 269275 


F 


M00042964C:D06 


UC3-NoimColon 


5292 


452695 


2078.N16.gz43 269277 


F 


M00042970D:D02 


UC3-NoimColon 



198 



WO 02/14500 



PCT/US01/25840 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


0RDB 
NT 


CLONE ID 


LIBRARY 


S993 




9078 T17 P743 269989 




M0n04?06nArl1 0 

1V1UUU*tZ7UU/\..X> 1 u 


T TP 1 -MnrmPnl nn 

V7 \s D "IN Ul 111 V/UlUn 


S704 


SI 1168 

-J 1J 1UO 


9078 T 17 0741 969991 


JT 


Mnnn47064P-Di n 

1V1UUU*tZ7U i t^.JL/ IV 


T TPl-NnrmPnlnn 
\J UJ IN UlUlvHJlUIl 


S70S 


Sin717 


7078 "Ml 7 £>741 760701 

4U / O.IN 1 / .gZ*tJ__ZU37Z;r D 


F 


iv/rnnn4?07i A«Rno 

lYlUUU*rZ7 / xjt\. D\jy 


T TP1 -MnrmPnlrtn 


S706 


4S6S4S 


?07ft 017 ot41 760704 

Zu/O.Ul /.gZ*r.J_ZO;rZy*r 


F 


Monn_? 074n • Rn7 

IVlUUU^rZy fttU.DyJ I 


T TP1 -"NT/MTMPrilrir* 

uw "in 01 miA/ion 


S707 




707R PI 7 ot41 76070S 

ZU /0,n / .gZt J__A07A7 j 


F 


Monn4? 078R • Fni 

lYlUUUHZy / OD.rUJ 


T TP1 -"WnrmPnlnn 
"In Olllll^OIOn 


S70R 


4S7176 


707R fir or4i ?6oion 

ZU / O.FJrl 0.g£.tJ_Z,U7jUU 


F 


Mnnn_?6?7R« a i n 

1V1UUU*tZUZ / D .Jt\k U 


T TP 1 J\Fn rm Pnl rvn 
UUj "IN UlJULlVAHUIl 


S700 
o i*yy 


4S1Q01 


?n7ft H1R ot41 760101 

ZU / 0 .XT. I O .gZ*T J_^U7 J UJ 


F 


Mnno4?os4n-rin4 

1V1UUU*tZ7 J*tD .UXJ't 


T TPl-MnrmPr*lr»ti 
U D -IN Ul Ull^UlOIl 


sinn 


4S1Q70 


?n7ft T1 ft 0741 ?60in4 

ZU / 0. 11 0.gZ*t J /.D7JU t T 


F 


Mnnn4?os7n-rno 

lYiuuuHzyj 1 Lf.\Ajy 


T TP1 JMnrmPr»lr*n 
Uvj IN UllIlvA)10Il 




SI 11S1 


7n7RK"1ftar41 760106 

ZU /O.XYlO.gZHO^ZUiOUU 


F 


Mnnn4?06?n- , Rno 

lVlUUU*rZ;7UZlA FJU7 


T TP 1 -Mnrm Pr*1 rvn 


sin? 


sosrsr 


7n7ft mo <r741 7601 1 1 

/0.X>l-7.gZ*tO_ZU;O 1j 


F 


Mnnnd.?s88r*Fh7 

IVlUUU'rZ D OOO.X1U / 


T TP 1 JWr»rm Pril r»« 

u "In orrnv^oion 


Sim 


sni4ni 


7n7ft riO CT741 760114 


F 

F 


Mnnn4?6? 1 n- Am 

IYIVUVtZUZ IU./iUj 


T TP 1 -Mnrm Pn1 nn 
u v-r j ~iN uixn VsUiun 


SI 04 
j v*t 


4S766? 


7tt7ft N1 0 ar41 7601 7 S 


F 
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5707 
jjy / 


AA6571 
H^-OJJl 


90AA POO c»tA7 970^77 
ZUOO.JrUy.gZ^f ( j_Z fVJj 1 


r 


A/r000SS7QS A «P09 
JVLUU U J J j y J A. UZ 


u ^z-i^oioiiivicuLyiy er 




SS67Q7 

jjo /yj 


90£A 1^1 n n-rA'a 970^AR 
ZUOO . I U .gZ*f j_Z / U DH o 


r 


lviuuu j j JooiJ.r 1 1 


u ^z-i^oioiuviciJLiver 


jjyy 


agq6qo 
*tyyoyu 


90^^ X/lin fr^A'a 97H^^n 
ZU00.JY1 1 U.gZ*f3_Z 


r 


1VLU U U J 0 D y 1 D . U U J 


u ^z-^oionivi6LL»iver 


J*tUU 


jjozy / 


90^/; Til ftTA*3 970^A9 
ZUOO. 11 l,gZ*f j_Z/U30Z 


r 


MUUUD J J o OLI . VJUZ 


TTP9 P«1rvnA>fi»fT lTrcir 

u v^z -^oioniVicLbiver 


saoi 

jhUI 


A57508 


90A£ M"l 1 rr^A'a 970^fifi 

ZU00.1V11 1 .gZ*f J_Z /UDOO 


r 


IV/f 0005^701 R»"n07 

imuuuj joyicuu / 


T TP9_P^i1/-»-n\/f*3+T i*rt*T 

u \^z-L/Oioniyi6uLiivor 


J*fUZ 


JJ104U 


90fi^"M11 nvAl 970^^7 
ZUOO. IN 1 1 .gZ*f d_jL /U jo / 


Jr 


A/TOOOS S 7 09 P *CX\1 
IYIUUU3 J jyz^.vju / 


T TP9_P/0/v»VIV/f«**T ttror 


5A07 


5690R5 
JOZUoJ 


9066 PI 9 o^Al 970^79 
ZUOO.\«/lZ.gZ*f J_Z /Uj /Z 


r 


M000SS 7 R0TVTT09 
IVIUUU J D J OUL/ .nuz 


TTP9-Pr»1rk«lVifAfT ixw»r 


5 AO A 


AA67QQ 


9066^19^^7 970^74 
ZUOO.IilZ.gZ*fj_Z /Uj /*f 


r 


1V/1000S S 7 R9 P -TT06 
IVIUUU J J J 5Z\-> J1.UO 


TTP9-Pr*1rt«lVAAfT ix/Ar 

u \^z-^yOioiiivieLLfiver 


JWJ 


S69A0R 

joz^yo 


9fi66 fin rr-TAQ 970^76 
ZU00.\JlZ.gZHO_Z / Uj /O 


17 
r 


TV>fOOOSS7RAR-ni 0 
IMU UU D J j o*f a . D 1 U 


TTP9 Pi^I^«Ayf**fT ii^r 

u i^z-v^oioniviciJLfivcr 


5406 


56959A 


9066 A 17 CT7A7 970^R6 
ZUOO./Vl J.gZ*f J_Z /UjoO 


r 


M0005S77RIVnOA 
JV1UUUJ Jj /oJL/.l-IU*t 


TTP9-Pr»lnnA/rfH-T ii/P»r 

u ^z-i^oioiiivieLLivcr 


5A07 
JtU / 


A65R76 


9066 T17 <ytA7 970^0^ 
ZUOO. J 1 J.gZ*f J_Z /ujyj 


17 

r 


MOOO S S 7 R RR • P 09 
JYIUUU J J J o OD . 13 UZ 


TTP9-Pri1/vnTV/f#sfT tx/f»r 


5AOR 
jHUo 


569701 
JOZ /Ul 


9066 "M1 7 <*tA7 970^00 

zuoo.iN i J. gz^fo z/ujyy 


r 


M0OOSS7O9n- A06 


TTP9-Prk1nTilV4'f»rT ttr*»r 

u v^Z"i^oiuiiivieix-fi vcr 


saoo 
j<tuy 


561 A57 

JOIHJ 1 


9066 H17 o-tA7 970600 
ZU0O.U1 J.gZ*tj_Z / UOUU 


p 
r 


iv/ronoss70AP'P06 

IVIU UU J J J y . VAJ o 


TTP9_Prt1nnlVA*»fT iirpr 

u i^z-v^oionivieiLfi ver 


5A1 o 


*aoos9 
j*fyuoZ 


9066 PI A fr-rA'J 97060A 
ZUOO.V^l^f.gZ^JZ /UOU^ 


p 
r 


TV/T000SS78 1 A «1709 
IVLUUUjj Jo lA.rUZ 


TTP9 P/^li-vnAAo+T uror 

u i^z-VyOionivieujiver 


5A1 1 
J^ll 


A1 ft699 

41S0ZZ 


9066 TT1 A iw47 970600 

ZU00.rll'i'.gZ4j z /uouy 


p 
r 


A^noos^7fi i \'n'r\07 

iVlUUUJJ3oJU.l-IUJ 


TTP9 P/\1or»A4"/*fT t*re*T 

u i^z-^oioiHVieU-jiver 


5412 


238196 




F 


M00055389AD08 


UC2-ColonMetLiver 


5413 


560868 


2066.D15.gz43_270621 


F 


M00055381D:D08 


UC2-ColonMetLiver 


5414 


459764 


2066.E15.gz43_270622 


F 


M00055382D:D04 


UC2-ColonMetLiver 


5415 


555639 


2066.M15.gz43 270630 


F 


M00055391BM08 


UC2-ColonMetLiver 


5416 


556011 


2066.O15.gz43 270632 


F 


M00055394B:D08 


UC2-ColonMetLiver 


5417 


468565 


2066.Al7.gz43 270650 


| F 


M00055379A:D07 


UC2-ColonMetLiver 


5418 


448949 


2066.B17.gz43 270651 


F 


M00055380A:C06 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


• 

LIBRARY 


5419 


636532 


2066.J17.gz43 270659 


F 


M00055388BE01 


UC2-ColonMetLiver 

\J V>4t» V_/\JHJAX1 VX W IXjI V Vl 


5420 


561487 


2066P17ez43 270665 


F 


M00055395BC04 


Un2-roInnMf»i-T ,twr 

vvi V^V'lV/lXlVXwlXwlVCl 


5421 


50604 


2066 LI 8 ez43 270677 


F 


M00055390C-E06 


I JC2-Tft1nnMptT Jvpt 

V/ V/X> \J I WlXiYXw U-rX Vvl 


5422 


557249 


2066 J20 ez43 270707 


F 


M00055388BH04 


T IP?-Pn1nnMf*tT ,ivpr 

w V-<Z. \_/UlUlliyX&LX^l Vw 


5423 


562849 


2066H21cz43 270721 


F 


M00055386AGO5 


T JG9 -PoloTiMptT .ivpr 


5424 


562386 


2066 C22 ez43 270732 


p 


M00055381BC10 


TIP7«rn1nnMptT ivpr 


5425 


635965 


2066 J22 ez43 270739 


F 


M00055388CD01 


T TC9 -PnlnnMptl .ivpr 


5426 


493487 


2066 D23 ez43 270749 


F 


M00055382BE02 


TIC^-PnlnnMptT .ivpr 

V7 \sL. I^VJIUIH VI vLXj! V CI 


5427 


44015 


2066 N23 bz43 270759 


F 


M00055393BF04 


11(^7-^010111^1^1 .ivpr 

VJ V^Zf wUlUlXLVlVlXwl Vvl 


5428 


559854 


2066F24ez43 270767 


F 


M00055383DH11 


T JG2-rn1on\fetT Jvpt 

\**£*~ V/^lV/illVXvLX^X Vvl 


5429 


282015 


2066K24ez43 270772 


F 


M00055389C-F12 


T TC2-rnlonMetT /iver 


5430 


561206 


2067F02ez43 270799 


F 


M00055402AA05 


TJr , 7-ro1onMptTvivpr 

w V^-Zr \-> \Jl KJUl VX VULyl Vvl 


5431 


486834 


2067G02ez43 270800 


F 


M00055402DA11 


w Va V^V/lvllXVXvU_>X V vl 


5432 


550730 


2067 K02 ez43 270804 


F 


M00055407BG07 


T TC? -PolonMpfT ,i vpr 

\J ssZ* V>UlVJlLLYXvLXwl VVl 


5433 


560838 


2067 P03 ez43 270825 


F 


M00055412DA12 


\J V^Zr V^V/lvlllYXvLXwl V Vl 


5434 


556382 


2067 E04 ez43 270830 


F 


M00055400DG01 


T IC? -PnlnnMpfT A vpr 

W VsZ> V^UlUXlLVXvLXwl Vvl 


5435 


561236 


2067 105 ez43 270850 


F 


M00055405A-A02 


T IP9 -PnlnnMpfT .i vpt 


5436 


562584 


2067 T05 ff743 27085 1 


F 


M00055406R-F07 


TrP?-Pn1fmMptT ivpt 

*J V^r Z» UlUiliVIC LL#1 V CI 


5437 


550135 


2067 N05 &z43 270855 


F 


M00055410PG08 


T TO-PnlnnMptT .ivpr 

\^Z> WVIUJXULVXvLLjI Vvl 


5438 


556380 


2067 B06 &743 270859 


p 


M00055397AH07 


U v>Z. V^^lUJLli.VXCLl-#l Vvl 


5439 


511792 


2067 C06 ez43 270860 


p 


M00055398C-F07 


TTP7-Pn1nnM*ptT ivpt 

VxZ V^vfUJlHVlC LX-fl Vvl 


5440 


452761 


2067 T06 ff743 270866 


X 


M0005 5405 A CO 1 


TIP9-Pn1nnA/fptT iwr 

U ^-*Z V^VJ1V7111Y1CUL/1 V CI 


5441 


465784 


7067 TC06 P743 270868 


F 

X 


M00055407PF04 


TTP9-Pn1nnlvfptT ivpr 

\J \_-Z~\_AJlUlUV10ll-/l V Vl 


5442 


419489 


2067 T07 &z43 270882 

Z»W / ,1U / .££Zrt*7 Z / V/OOA 


F 

X 


M00055405AG1 1 


TTP9-Pr»1nnMptT ivpt 

U V>Z. -\^UlUlXlVlCLJ-rl V vl 


5443 


540000 


2067 P07 az43 270889 


F 

X 


M00055413A-A02 

±VX\J\J\J J»7*T A JA.AU^ 


1 TP 9 -Pnl rm M ptT ivpr 

UV/L ™ V/^lUlliVXC LXjI V vl 


5444 


556105 


7067 K08 &743 270900 

A,\J\J § .XVV/O .gZ<T J Z, / U7UU 


F 

X 


M0005 5407CG04 


TTP9-Pn1nnlvfptT ivpt 

U \^Z/ V^UlUlilVlC UL/1 Vvl 


5445 


562001 

•J \JjL\J\J X 


2067 N08 &743 270Q03 


F 

X 


M000554l0r-H1 1 


TTP9-Pn1rmlvTptT ivpt 

U ^Z>~VAJlUJxiVlvlJLilV vl 


5446 


288626 

LOO \j 


2067N09&743 270919 


F 

X 


M00055410n-B07 

IVXVJVy V -7«J*T 1 v/X-'. JJu^ 


TIP9-PnlnnlvfptT ivpt 

\J V^Z, \_A7lUlliVlCLL*lVCl 


5447 


561325 


2067 H10 ez43 270929 


F 


M00055404A-B10 


T TP ? -Pol nnMptT ivpt 

V/WIVJIXLVXCLXjI Vvl 


5448 


554742 


2067 110 ffz43 270930 


F 

X 


M00055405BH05 

iVX VVVJJtUJ A-7 .X 1\J~J 


T TP 9 -Pnl nnMptT ivpt 

\J \*i£m \u\3l VxliVXvlJLvl V wl 


5449 


560003 


2067 All ez43 270938 


F 


M00055396BC06 

lTlvvV/J JJ7UJJ.V/UVF 


T TP 9 -Pnl rmMptT ivpt 

V<* Z> V-rO 1 VJ11J. VX V LX-/1 Vvl 


5450 


555856 


2067 Gil ez43 270944 


F 


M00055403AC07 


TTP9-Po1r*TiMptT ivpt 

\J V^Z> \_AJlUlXlVXvLLfl V vl 


5451 


633189 


2067Nllez43 270951 


F 


M00055410DG01 


T TC2-Po1nnMetT J ver 

w wZ> V^WlvlXlVXv LXwl V vl 


5452 


562147 


2067 B12 ez43 270955 


F 


M00055397DA01 


T TP 9 -Pn1 ntiM ptT iver 

\J WZ ^_^J1U1X1VX VLX-/1 V vJ 


5453 


553766 


2067 H12 ez43 270961 


F 

X 


M00055404A-D08 


TTP9-PnlmiMptT ivpt 

U V^Z.**V^v/lUlLLVlvUUl Vvl 


5454 


63669 


2067.113.gz43_270978 


F 


M00055405C:C04 


UC2<^oloiiMetLiver 


5455 


491260 


2067.J13.gz43_270979 


F 


M00055406D:A03 


UC2-ColoiiMetLiver 


5456 


559776 


2067.L13.gz43 270981 


F 


M00055408C.E04 


UC2-ColonMetLiver 


5457 


561922 


2067.A14.gz43_270986 


F 


M00055396B:G02 


UC2^1onMvtLiver 


5458 


559102 


2067.I14.gz43 270994 


F 


M00055405CJJ07 


UC2-(^loiiMetLiver 


5459 


440833 


2067.O14.gz43 271000 


F 


M00O55412A:CO5 


UC2<^lonMvtLiver 


5460 


561212 


2067.K15.gz43 271012 


F 


M00055408AA05 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


5461 


556734 


2067.O15.gz43_271016 


F 


M00055412A:F09 


UC2-ColonMetLiver 


5462 


487893 


2067.J16.gz43_271027 


F 


M00055406D:C10 


UC2-ColonMetLiver 


5463 


558180 


2067.G18.gz43_271056 


F 


M00055403B:A10 


UC2-ColonMetLiver 

\mf *m**m* V*U ■! VUU| T VI 


5464 


557853 


2067.J18.gz43 271059 


F 


M00055406D:G12 


UC2-ColonMetLiver 

V>X» WlVlUflVUJl V VI 


5465 


446171 


2067.P19.gz43_271081 


F 


M00055413C:B09 


UC2-ColonMetLiver 


5466 


561438 


2067.B2O.gz43_271083 


F 


M00055398A:C11 


UC2-CoIonMetLiver 

V^A* X> VlVXJLl TlVIXWi T VX 


5467 


551617 


2067.I20.gz43 271090 


F 


M00055405DG05 


UC2 -ColonMetLi ver 


5468 


469852 


2067.B21.gz43 271099 


F 


M00055398BA05 


UC2-ColonMetLiver 


5469 


556126 


2067.P21.gz43 271113 


F 


M00055413C:G09 


UC2-ColonMetLiver 


5470 


551928 


2067.F22.gz43_271 1 19 


F 


M00055402C:C12 


UC2-ColonMetLiver 


5471 


562236 


2067.A23.gz43 271130 


F 


M00055397A.B10 


UC2-ColonMetLiver 


5472 


456687 


2067.B23.gz43 271131 


F 


M00055398B:C05 


UC2-ColonMetLiver 


5473 


530715 


2067.H23 .gz43_27 1 1 37 


F 


M00055404C.C11 


UC2-ColonMetLiver 


5474 


66014 


2067 K23 ez43 271140 


F 


M00055408AF12 

iflVV VmS*f~ V/WXXi X X 4* 


UC2 -ColonMetLi ver 


5475 


100821 


2067.L23.gz43 271141 


F 


M00055409A-E06 


UC2-ColonMetLiver 

\_y V^X* V/VJ1W1L1TJ.WUU1 V vl 


5476 


154980 


2067.A24.gz43 271146 


F 


M00055397A:C06 


UC2-ColonMetLiver 


5477 


561236 


2067G24ez43 271152 


F 


M00055403BG12 


UC2-ColonMetLiver 


5478 


516043 


2067.L24.gz43 271157 


F 


M00055409A:E10 


UC2-ColonMetLiver 

Wlwl iiTivmi T vl 


5479 


559380 


2068.K01.gz43 271172 


F 


M00055424BD04 

1'i.V V \J>+J ****** 9^ Am* • X-^ W I 


UC2-ColonMetLiver 


5480 


449795 


2068.003 .gz43_271208 


F ■ 


M00055474A:G06 


UC2-ColonMetLiver 


5481 


550166 


2068.D04.gz43_271213 


F 


M00055417C:A05 


UC2-ColonMetLiver 


5482 


561646 


2068.F04.gz43 271215 


F 


M00055419D:D04 


UC2-ColonMetLiver 


5483 


561112 


2068.D05.gz43 271229 


F 


M00055417C:G03 


UC2-ColonMetLiver 


5484 


418562 


2068.E05.gz43 271230 


F 


M00055418C:D08 


UC2-ColonMetLiver 


5485 


559385 


2068.J05.gz43_271235 


F 


M00055423C:D05 


UC2-ColonMetLiver 


5486 


561411 


2068 M05 ez43 271238 


F 


M00055472AB12 


UC2-ColonMetLiver 


5487 


561770 


2068 C07 ez43 271260 

X*Y/ VV»VV 9 « f~J* i W^/ Mtm* t li^Vv 


F i 


M00055416BF11 


UC2-ColonMetLiver 


5488 


557760 


2068 D08 ez43 271277 


F 


M00055417DD08 

iTxw\/«y«/^x • x^.x^wv* 


UC2-(^lonMetLiver 


5489 


468672 


2068.M08.gz43 271286 


F 


M00055472AF02 


UC2-ColonMetLiver 


5490 


556490 


2068.N08.gz43 271287 


F 


M00055473BD01 


UC2-ColonMetLiver 


5491 


550018 


2068.F09.gz43 271295 


F 


M00055419D:H07 


UC2-ColonMetLiver 

Xm* v/m WAViHTAVUUl ■ VI 


5492 


561837 


2068.H09.gz43 271297 


F 


M00055421CF06 


UC2-ColonMetLiver 

V/ V-^X» VA/XV/iUTXvlLJl V vl 


5493 


554028 


2068.109 .gz43 271298 


F 


M00055422CE10 


UC2-ColoiiMetLiver 

W V>X* W1V/I I.I TlWtXJA V Wl 


5494 


470667 


2068 D10 ez43 271309 


F 


M0005541 7DH08 


UC2-Co1onMetLiver 

w V_/X» \^\JlWlXl T X WLXUl V Wl 


5495 


552561 


2068E10ez43 271310 

*** V \mT %Jr • 1 * X V !■/ drnm f X mm? Am V 


F 


M00055418DA03 


UC2-ColonMetLiver 

W V>x» VA/lwlUTlwLUl TWl 


5496 


556793 


2068.G10.gz43_271312 


F 


M00055421A:A09 


UC2-ColonMetLiver 


5497 


561718 


2068.N10.gz43_271319 


F 


M00055473B:E10 


UC2-CoIonMetLiver | 


5498 


630348 


2068.Ell.gz43_271326 


F 


M00055418D:B05 


UC2-ColonMetLiver 


5499 


491728 


2068,HlLgz43_271329 


F 


M00055421C:G07 


UC2-ColonMetLiver 


5500 


562477 


2068.C12.gz43 271340 


F 


M00055416D:B03 


UC2-ColonMetLiver 


5501 


402836 


2068.D12.gz43 271341 


F 


M00055418A:C12 


UC2-ColonMetLiver 


5502 


556511 


2068.J12.gz43 271347 


F 


M00055424A:A08 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTEF 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


5503 


559076 


2068N12ez43 271351 


F 


M00055473C-A05 


UC2 -ColonMetLiver 


5504 


417426 


2068P12ez43 271353 


F 


M00055475D:A05 


UC2-ColonMetLiver 


5505 


456520 


2068 A13 ez43 271354 


F 


M00055414CC02 


UC2-ColonMetLiver 


5506 


492982 


2068 J13 ez43 271363 


F 


M00055424AC10 


UC2-ColonMetX,iver 


5507 


558679 


2068 C14 ez43 271372 


F 


M00055416DD11 


UC2-ColonMetLiver 


5508 


561707 


2068 F14 ez43 271375 


F 


M00055420AE12 


UC2-ColonMetLiver 


5509 
«j*j 


561180 


2068 114 ez43 271378 


F 


M00055423A:A10 


UC2-ColonMetLiver 


5510 


554953 


2068 K14 ez43 271380 


F 


M00055425AH03 

ITluVvJ J7AJil.I XV/ «/ 


UC2-ColonMetLiver 

w K-/£* VV/XV/lXXVXwUL^l V V^X 


551 1 

•J .J X X 


492876 

T7(60 / VF 


9068 LI 4 w43 271381 


F 


M00055471CB01 


UC2-ColonMetLiver 

VJ V_> VJ1VJXXX VXv* Ci— <1 V V/X 


5512 


555933 


2068 014 ez43 271384 


F 


M00055474CH12 


UC2-ColonMetLiver 


5513 


562137 


2068P14O743 271385 

iuUO .X l7.gLtJ_Al 1JOJ 


F 


M00055475DA10 


UC2-ColonMetLiver 

VJ Vy VJlvXXXVXwUL>l V Vl 


5514 

«J«J X*T 


561500 


2068B15&743 271387 

AiuUO .XJ> X«J .c^Z»T J Z» ' UO' 


F 


M00055415DC12 


TTC2 -ColonMetLiver 




561687 


9068 D15 or43 271389 

ZiV/UO .1/ 1 J ,g£iT J_*i / 1J07 


F 

X 


M00055418AE07 


T ir2-ro1onMetT Jver 

VJ V/X> VxVJlVJXJLLVXV* LXwl V 01 


5516 


5601 18 


9068 T15 cr743 971394 

iWO.ll J.gibtJ 4/lJ7t 


X 


M0005 5423 A D02 


T TP7-r , olf»nMptT xver 

\J V_/Z.~ V^VJlVJlXLYXV/ VV51 


5517 

«J«J X / 


SI 9392 


9068 T15 <rr43 971305 


F 

X 


M00055424AF04 

1VXV» V/ vJJ"fc iA.1 V/T 


T IP7 -PolntiMetT .i ver 

Uv^ V»/VJXVJXLLVXviX^Jl Vwl 


5518 

.J.J io 


44Q356 


7068 T1 60743 971410 

Z*\J\JO -XI VJi.gZ.T--7 Z.IX*TXVJ 


X 


M00055423A-G08 

yyi\j\j\j j«/TZ.^jrv..vj vjo 


T IP7-Cfi1rmMf*tT ,iver 

UV^Z> V^VJlVJiXlVXw LXyX V \JX 


5519 


447098 


9068 T 16 o743 271413 


F 

X 


M0005 547 1 C D04 

IVXV/V/ V«7 «7T^ / Iv.l/Ut 


T TP2-Po1onMf , tT .iver 

VJ V_sZ V^VJXV/iXiVXV/ LXJA V Vl 


5570 


577770 


9068N16az43 971415 

ZUVjO.Xl X\J.gZ.*t«J Z» / ltlj 


F 

X 


M0005 5473 C H05 

1VXV/V/V/«J*/*T r JV/J1UJ 


I IP2 -Po1oTiMf*tT .i ver 

VJ V'Z V/VJlUXIXVXw LL^X V wl 


5571 

JJZ. X 


453715 

*TJJ / X*/ 


9068P16q 7 43 271417 

■ X vJ .giiTJ Z* I l*Tl / 


F 

X 


M00055475DB07 

VV 1\J\J\J *J +J ~ f -J i~J .XJ\J 1 


UC2-rolonMetLiver 


5572 


554774 


2068 D17 p 7 43 271421 


F 


M000554 1 8 AH04 


UC2-ColonMetLiver 

VJ V/i' V^VJlVJiXXVXw LJL>1 V Vl 


5523 


553987 

J JJ70 / 


2068T17az43 271426 

Z.V7VJO .XX / .giitJ A / ±*TZVJ 


F 

X 


M00055423BA06 

lTX\/\/\/«y k/T*i«/JLJ .ilUU 


UC2-ColonMetLiver 

VJ V> ^ V^ VJ AVJXXX VXv LU1 V wl 


5524 


561645 


2068 K17 0743 271428 


F 

X 


M00055425BD12 

XTXV/V/V/*/ J7X<JU.i/ XZ> 


T JC2-ColonMetl Aver 

VJ V/Xr VsVJJl VJXXXVXw LX_yX V V/X 


5525 


549511 


2068 Ml 8 P743 271446 


F 

X 


M00055472CG11 


UC2-ColonMetLiver 

VJ V/<t» V^VJlVJXLLYXwULJJi V VI 


5526 


560700 

•J \Jv/ / V/VJ 


7068 PI 8 Q743 271449 


F 

X 


M00055475DG08 

LVXV7 W v/»/ *J" / X-/ . VJ VJ VJ 


I JC2-ColonMetT .iver 

VJ V— ' X. V>VJiVJxXXVXS/WLiL V VI 


5527 


493410 


2068K20O743 271476 

Z VJ VJ O .X\x>v ,gA^J Z/ 17 / VJ 


F 

X 


M00055425BF06 


UC2-rolonMetLiver 

VJ V^VJIVJIXIVX vLXJX V Vl 


5528 


489425 


2068 A21 P743 271489 


F 


M00055414DG10 

iTiwuj jti~x/ . vj x \/ 


UC2-rolonMetLiver 

V> x-» VwluUlTlVU-ll V VX | 


5529 


561497 


2068 R21 0743 271483 

LUUO .XJZ- X .gZ.tJ Z / 17DJ 


F 

X 


M000554 1 6A-C04 

ATX V/ V \JJ J T X V/Z^. V> V/7 


T IP2-Co1onMetT .iver 

VJ V^Z^ Vv VJAVJXlXVXv ul.JX V VI 


5530 


131 130 


9068 C71 Q743 971484 


F 

X 


M00055417AG1 1 

AVIUUUJ J7 X / -tX.VJ X X 


TlP7-rn1nnMetT ,iver 

VJ V/Z ™ Vv VJ1 VXXLVXvUuA V wl 


5531 


524736 

■JZ*T / »JVJ 


2068 F72 0743 271503 


F 

X 


M00055420CE08 

1Y1UVV<JJ7£iVV/.1vV'0 


T jr7-ColonMetT Aver 

VJ V/ VJ1 VJXXl VX v H^l V VI 


5532 


58680 


2068G27az43 271504 


F 


M00055421BE05 


UC24^olonMetLiver 

VJ V^X< VyVjmXXXTXVI.I <a V VX 


5533 


562302 


2068 N22 ez43 27 1 5 1 1 


F 


M00055474AB05 


UC2-CoIonMetLiver 

WAf VU1V1UT1 VUJ1 V VI 


5534 


514824 


2079 M0 1 0743 271558 

Z VJ / .7 .1YXVJ X *gy£jT-J Z/ X«J«JO 


F 


M00043021DF10 

ITIUUUTJ V/Z> X XV .X XVJ 


I JC3 -NormColon 

VJ V> «/ XI VJX XXX Va/VJXV/U 


5535 


452523 


7079 P02 0743 271577 


F 

X 


M00043 03 1 A B0 1 

XTXVV/V/T J W 1/X.UV X 


UC3 -NormColon 

VJV^*J 1 1 VJi- lxl\_AJlkJlx 


5536 


453572 


2079 K04 Q743 271604 

Z»V7 / ^ .XV.V7*T.gZ/T-J Z> / A VJV/*T 


F 


M00043012AF06 

lVXVJvJv/*TJV/ XX»iTk,X VJVJ 


T JC3 -NormColon 

VJV/*J 1 i\JH11V_/VJ1VJXX 


5537 
j j j i 


406092 


2079 T05 «T743 271618 

Z,\7 / 7.1UJ .gitJ Z f IV/ XO 


F 

X 


M00043007DF07 

IVIUUU'TJUU / XV. X VJ # 


UC3 -NormColon 

VJ wJ 1 1 vl XXXVy VJI VJX* 


5538 


452759 


2079.005 .gz43_27 1624 


F 


M00043029A:E11 


UC3-NormColon 


5539 


456756 


2079.B06.gz43_271627 


F 


M00042983D:A03 


UC3-NormColon 


5540 


505226 


2079.C06.gz43_271628 


F 


M00042987C:E04 


UC3-NonnColon 


5541 


238196 


2079.D06.gz43_271629 


F 


M00042991C:C02 


UC3-NormColon 


5542 


235874 


2079.H06.gz43_271633 


F 


M00043005A:B06 


UC3-NormColon 


5543 


512432 


2079.O07.gz43_271656 


F 


M00043029B:C09 


UC3-NormColon 


5544 


269927 


2079.O09.gz43_271688 


F 


M00043029B:F09 


UC3-NormColon 
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Table 2 



SEQ 
ID 
NO 


CLUSTEB 


SEQ NAME 


ORIE 
NT 


CLONE ED 


LIBRARY 


5545 


449510 


2079K10ez43 271700 

Z*VJ 1 ^.IvlV/tgLTj Z 1 1 1 W 


F 


M00043012DA06 


T jr3-NnrmCn1rm 

VJ \s*J 11 V/l 1 llVyVJlVjAl 


5546 


J X\J 1 77 


2079O10ffz43 271704 


F 


M00043029BG10 

JLVXW V7V/*T J V/Z 7X7. VJ X\J 


UV/J ~l^lUllllV-»iJlVJll 


5547 


455716 


2079 F11 ez43 271710 

ZVJ / -7 . J_/ 1 X i^i~J Z / 1 / XV/ 


F 

X 


M00042995CE04 

1V1UUv/TZ77JV ( JLiVT 


UW INVJlltlV/VJlVJll 


5548 


452976 


9079 Gil **t43 271712 


F 


M00043 003 A -H07 

IVIvvUtJ uvJri.l XV/ / 


T TP3-NormPo1on 


5549 


45203 1 


2079 Nil ez43 271719 

z» v / ^ ,11 a x .gz/r*? z t xi a 7 


F 


M00043026DD06 


T Tr3-"Mormrolon 

VJ v>— ' 1 1VJ1 ILlVyUlVJIX 


5550 


452957 


2079 PI 1 ez43 271721 

Z <J 1 7 .X X X »lfcZrTJ Z # X 1 Zr X 


F 


M00043032BH01 

1VX\7 VJ U T J v/«7 Z*XJ .X AV X 


T JC 3 -.NnrmColon 

VJ J 11 VJ1111V>VJ1VJ1X 


5551 


452830 


2079 D12 ez43 271725 


F 


M00042991DF06 

lflV/Uv~A771J7il v/w 


T IC3-NormCn1oTi 

VJ V/ J 1 1 VJ1 11 LVsVJlVJXl 


5552 


452220 


2079 C13 ffz43 271740 

ZU / 7 . \_/ X »J . g£i~J Z / 1 f i w 


F 


M00042988DG10 

1t1Wu~Z7 0017.\J X\/ 


T TC3 -Norm Colon 

VJ V_/ J 11 VJ1 111 VyVJlVJll 


5553 


500896 


2079 K13 ez43 271748 

ZVs 1 7,J\IJ . gii i J Z / X / i U 


F 


M00043013BA06 

ItIUWTJV X XJ ,a\.\J\J 


TIP3-MormroloTi 

VJ W7 HVJllllV^VJlVjXl 


5554 


455855 


2079 L13 2z43 271749 


F 


M00043017DB06 

iTlWVVrT^vl / XJ' ,XJ>\JW 


T JC3 -Normrolon 

WV/J l^VJi 111 VsUlVJXL 


5555 


513381 


2079 M13 2z43 271750 

Z* VJ l tlVAJl J igi ~J Z / 1 / -/ W 


F 


M00043023DD06 


UC3 -NormColoTi 

VJ W mJ 11 VJ1 lllV^\JiVJll 


5556 


448200 


2079 B14 ez43 271755 

Z VJ I 7 , XJ lT«BtrTJ Z / X / «J»J 


F 


M00042985BC05 


TJC3-Normrolnn 

UVvJ 11VJ1 111 VvVJlVJ 11 


5557 


509027 


2079F14ez43 271759 

Z<VJ 1 7.X lTtg&TJ Z J 1 / «J ✓ 




M00043000CH06 


T TP 3 -Mormrolon 

VJ J 11 Ul lUVy VJlVjll 


5558 

JJJO 


45761 X 


9079 Nl 4 &743 971 767 

ZU / 7.11 It.gZi'TJ Z / 1 / U / 




M00043097R-P04 


T TP3-MnrmPo1nn 

Uv/J "ll Ul IIlVAJlUIl 


5559 


510254 


2079 C15 ffz43 271772 

zvj / 7. vi^.g/iTj z / x / / z 


F 
i 


M00042989CA06 


T TP3 -Normrolon 

VJ W<J 11 Ul 111 VsUlUU 


5560 


451817 

^JIO 1Z 


9079 D 1 5 ot43 97 1 773 

ZU / 7 .17 U ,gZ.TJ Z / 1 / /J 




M00049999BR03 


T Tr*3 -Mormrolon 

VJV^ J — i lUl 111V>U1U11 




459399 


907Q G15 o^43 971776 

ZU / 7.VJ1J .gtitj £.1x1 / U 


F 

IT 


M00043003PA02 


T TP 3 -Morm C ol on 

UVyJ 11 Ul 11 1 V^UlUll 


5569 


50481? 

«J V/*tO IZr 


9079 T1 5^743 971778 

ZU I7.11J .gZVTJ Z / 1 / 1 O 


F 


M00043008DF12 

iviv/vy vj"t j \j v/o j-/ ,j-f i z> 


T TP3-NormPolon 

\J v J n Ul 1 1 1 v> U1U11 


5563 


504431 


9070 T15<*743 971779 

Z.U /7.J 1 J.gitJ Z/1//7 


F 


M0004301 1BD03 

iVlV/WVj*TJ W 1 XX7.A-/VJ7 


T TP3 -NormPol on 

\J\-/J 1\ Ul liiV^UlUil 


5564 


45944.0 


9079 T 15f*743 971781 

■£U / y.XjU.gZ/TJ z / 1 / O 1 


F 

X 


M00043090AA03 


T TP 3 -Morm P ol nn 

U J 1>U1111V^U1U11 


5565 


450995 

*t«/UZ,Z*«j 


9070"R16ff743 971787 

Z.U / 7\J3iV7.gz c T.7 z/i/O/ 


F 


Mnn049085r , R03 


T TP 3 -"MormPoInn 

UvJ 11 Ufl IlV^UlUIl 


5566 


51 1348 
.J 1 iz»*to 


9079 PI 6 (7743 971788 

ZU / 7 . V^/ lU.^nJ L/lfOO 


F 


\f00049080rB07 


T TP3-MormPo1on 

UvJ"ll Ul IIIV^UIUJI 


5567 


509343 


9079D16a743 971789 
zu / 7 , xy x u . gz*T 7 a/I/O? 


F 
i 


M00042909RR1 1 

lVXVJVJVJ*TZr7 7ZXJ.X7 J. A 


T TP3-MormPo1on 
vj v_/ j""iiumiv>uiuii 


5568 


451850 


9070F16&743 971791 

Z>v / 7.JT 1 U.gz/T7_Z / 1 / 7 1 


F 


M00043001 AC10 

1V1U \J \J*rD \j\J 1 rV. vlu 


T TP 3 -Morm Pol on 

U \sJ "1 1 Ul III \sU1VI1 


5560 


4551 17 


9070 K 1 6 CT743 971 796 

ZU / 7,I\.lU.gZ.Hj z / 1 / 7U 


F 

IT 


M0004301 3P- A01 

IVAv W\7*T JU A J V> ./AA/ A 


T TP 3 -"Morm Pol on 

11 Ul 111 VxUlUll 


5570 

«y«/ / V/ 


459999 

*-r,JZ7ZZ 


9079 T 16^743 971797 


F 

A 


M00043090AG1 2 

iyxvjvjvj't J v/zvjyrv.vj i z 


T TP3-MormPolon 

VJ J 11U111 1UU1U11 


5571 


504501 


9079 Rl 7 ^743 271 803 

Z>U / 7.A7 1 / .JiZVT J Z / lOV/J 


F 


M00042985C-D02 

mUvv/TZ70Jv.l-'V/Z 


T TP3 -Norm Pol on 

\J\sJ llUllllVsUlUAl 


«J J / z 


503199 

WJ 1ZZ 


9079F17<T743 971807 

Z»V/ / 7 .X 1 / .gLTJ Z / X O v / 


F 

A 


M00043001Br01 


T TP3-NormPolon 

VJV^JilUll llv^ U1U11 


5573 


508126 


2079 117 j^z43 271810 

Zu / 7,11 / ,gii"J Zi f lOJLv 


F 

A 


M00043008DH09 

iYlVV/V^JVv/OJL/.llV/7 


T TP3-NormPo1on 

VJ HUllliVsUlUll 


5574 


448687 


2079 A 1 8 <T743 271 8 1 8 

£iV//.A10.gliTJ Z> XOXO 


F 

A 


MT)0042989r-G02 

IVXVJVJVJT^Z 7 OZVy.VJ VJZ. 


T rP3-Norm Colon 

VJ w*/ 11 Ul XUvJUlUll 


5575 


451491 


2079B18ez43 271819 


F 


M00042985CD04 


UC3 -NormColon 


5576 


452969 


2079 F18 ez43 271823 

Z>V/ 1 J ,X X OigbTJ Z f X OLJ 


F 


M00043001BE02 

lVXVJVJv/"^ \J\J 1 XJ , Ltu^i 


UC3-NormColon 

UV/J 11 VJ1 AliV^V/lV/Xl 


5577 


452866 


2079G18ffz43 271824 


F 

A 


M00043003CG10 

lVXv/VJVJ N T J VJVJ J \_/. VJ IV/ 


UC3 -NormColon 

vj v-/«y i i ui XLX\s\ji\jxx 


5578 


446936 


9079 K 1 8 P743 27 1 828 

Z-V # 7,lV10.gi*TJ jL 1 X 17 ZO 


F 

A 


M0 0043 01 3DF03 


T TP3 -NormPolon 

VJ V_/ J 1 1 Ul 111 V-/U1U11 


5579 


452445 


9070 T 1 8 CT743 971 899 


F 


M00043091 AA09 

IVlV/V/vt J UZ lxv.xVVJ7 


T TP3~NormPo1on 

VJ vJ 1 1 Ul 11 tV/UlUll 


5580 


451092 


2079.N18.gz43_27183 1 


F 


M00043027D:G12 


UC3-NonnColon 


5581 


75212 


2079.D19.gz43_271837 


F 


M00042992D:H02 


UC3-NormColon 


5582 


452325 


2079.F19.gz43_271839 


F 


M00043001B:H01 


UC3-NormColon 


5583 


502984 


2079.119.gz43_271842 


F 


M00043009B.C09 


UC3-NonnColoAi 


5584 


508125 


2079J19.gz43_271843 


F 


M00043011C:H09 


UC3-NormColon 


5585 


452528 


2079.L19.gz43_271845 


F 


M00043021A:B06 


UC3-NormColon 


5586 


509505 


2079.C20.gz43_271852 


F 


M00042989D:A07 


UC3-NormColon 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


55R7 


4.5513? 

H-JJ 1 JZ 


9070 (t90 ot43 971 856 


■c 
r 


TV/fOO0A3003T)*ni 0 
IVJLuuu** j UU Jl/ J-/ 1 v 


T TP 3 -MnrmpAl nn 


55RR 

J JoO 


4.59 160 
*tJZ10U 


907Q T90 crcA3 971 R5R 
ZU /7.1Zv,gZH-J_Z / 10 JO 


r 


1UTOOOA300QR'P1 1 

iviuuu*f juuyu .r 1 1 


TTP3 MnrmrnloM 


55RQ 


A53070 


9070 TV/T90 rrrA3 971 R69 
ZU /y.lvlZU.gZ't j_Z / 1 OOZ 


r 


TV/f000A107APW1 1 
lvlUUU*f jUZ*fX> JTll 1 


TTP3 MnrniPrtlrtti 

u \s3 -in ormcoion 


5500 


AARR1 1 
xrOO 1 J 


9070 P91 ft-rA3 971 R6R 
ZU/y.V-'Zl.gZ*fJ_Z/ I0O0 


■c 
r 


1VA000A70Q0 A '1705 

iviuuu^zyyuiviiuj 


TTPl XTrtt*m Ps\1 nn 

u u j -in orm^oion 


55Q1 


51317R 

J 1 J I/O 


9070 T*91 otA3 971 R60 

ZU / 7.1SZ1 .gZ*TJ__Z / 1007 


r 


TV/T000A70Q3 A 'Til 7 

iviuuu*tzyyj/vJL/iz 


TTPl JMnrm P r*1 


5507 


A53ROA 


907QT791 crrA3 971 R70 
zu /y.czi.gZH j_z / 10 / u 


•c 

r 


^000A7006n'"n 1 7 
IVlUUuH Lyy OXJ .XJ 1Z 


u vy j -in onn v>oion 


5503 

JJ7J 


A5307R 

HJJU / O 


9070 T 91 trzA3 971 R77 
zu /y.ijZi.gzHJ^z / 10 / / 


r 


1V/1000A107 1 A -TT06 

iviuuu** juz i/v.riuo 


T TP 1 JKJ/VffM Pr»1 r\n 


55QA 


4.5761 1 
*f JZOl 1 


9070 P91 ct-743 971RR1 
ZU/y.lrZl.gZ £ tJ_Z/ lOol 


r 


1WT000 A3 03 3 r* • P05 
IVlUUU'f D KAJJ 


TTPl "Mrt-rmPrtlr^** 

u j -in onnL, oi on 


55Q5 

JJ7J 


50ARRO 
JU*fooU 


9070 A 99 cytA3 971 RR9 
ZU /y.AZZ.gZ^J_Z/ I00Z 


r 


AAOOOA7081 A >POO 

iYiuuu*fzyojAjz.uy 


TTPl XTi-irwiPr>1rx*» 

uv^j-iN onncoion 


55Q6 
JJ70 


AA7AA5 
/*f*tJ 


9070 T*9 9 err A3 971 RR3 
ZU /5/.X5ZZ.gZ £ fJ_Z / lOO J 


r 


"\yf 0 00 A7 0 R 6P • T7 06 

iviuuu'fzyooij jisuo 


TTPl Mnrmrnlnn 


5507 


503675 


9070 099 <rrA3 971 RRR 
zu / y . vjzz .gztJ z / 1 0 0 0 


r 


TVAOOOAIOOAA'POR 
IVlUUUHjUU'fA.^Uo 


TTPlJ\TrkTTTiP/\1i-*ri 

ulj -in orm v^oion 


55QR 

JJ70 


50961 A 

JUZUl^T 


907Q T99 rr7A3 971 R01 
ZU / f.JZZ.gZHJ Z/10"l 


r 


K/T000A301 11^*^17 
lvlUUU*f JU1 LU.Vslz. 


TTPl XTnt-m P r»1 am 


550Q 

jjyy 


454.996 
fJ'rZZO 


7070 "K*77 o<t-A3 771 R09 


p 


TV/T000A30 1 AR^I 7 
1VIU UUH J V 1 *f O . U 1 Z 


TTPl "WnrmPrtl/vtt 

u \s j -in oimv>oion 


5600 


A59073 


907Q T 99 fT<yA3 971 R03 

zu /y.i-»zz.gz £ tJ_z / lozo 


v 
r 


!V/f0O0Al07 1 P'"W03 

ivtuuuH- juz 113 jtiuj 


TTPl XJr\-rm P r^l rvr» 

u I.- j -jn onu^oion 


5601 


456755 


907Q 1VT99 W7A3 971 ROA 


r 


]vT000A3075 A-P01 


T TP 1 JWnrmP/O r\n 

ulj -in onn v^oion 


5609 


515197 


9070 099 otA3 971 R06 

. ZU ly.xJLL, .gZt J Z/ 10:70 


r 


A^OOOA3030P*T703 
iviuuuh-jU .r u j 


T TP 1 JMrrt-m Pnl rt« 

Uw -IN OimlsOlOn 


5603 


5074.50 


907Q T793 ovA3 971 Q03 
zu/7.rzj ,gZHo_z / i^uj 


17 

r 


1V4000A3007 A *HO0 
lYlU UUf J UUZ/V. UU7 


T TP 1 JMr»rm Pr\1 An 

u \sj -in oniiv^oioii 


SAO J. 


AAR3R1 


9070 i"»93 r»7A3 971 00A 


17 


JVA000A300A A *r* 1 0 
iVlUUU*f 3UU*f A. LIU 


TTPl XTnrw»P^1^-»n 

u c j -in orni^oion 


S605 

JUUJ 


505033 

JUJ7JJ 


9070 TT93 0-7A3 97100R 
ZU / y.JvZj .gZH-J Z/l"UO 


v 

r 


1VAOO0A30 1 AP-T707 
1V1UUU < + JU l*f \^ JT U / 


TTPl XT/\ttviP/\1/\*% 

u \s j -jn onn\-/Oion. 


5606 


4 5964 51 


9070 A/T93 U7A3 971010 

ZU / y . I VIZ J .gZ*t J_Z / X7IU 


r 


1VAOOOA3075 A -DOO 
IVIU UUH J UZ J/tu LJ\jy 


T TP 3 -AJnrm Pr»1nn 

u j -iNonni^oioii 




A5303R 


9070 M93 <ytA3 971011 
ZU / 5/ J.N Z J .gZ*t J_Z / 1 y 1 1 




1V/T000A3 07 R P • WOQ 

iviuuu*f j uzo ^ jnuy 


TTP3 XTi^T-m P n\ r\rt 

u^*j - jn onn^oioii 


560R 

JOUo 


A5961 1 
4 JZOl 1 


9fY7Q P93 otAI 771011 
ZU / V Jr Z J .gZ4 J_Z / 1 y 1 J 


r 


AyTOOOA101ir , «n05 
1VLUUU4 jU J J U jLIU 3 


TTfl XTi-i*wiPr^1 rxr* 


560Q 


501 51A 


9070 R9A cy^AQ 971 Q1 5 
ZU/yj3Z*f.gZ*f J_Z / lVJLJ 


17 

r 


TV/TOO 0 A7 0 R 6 P • T* 0 7 

iviuuu*tzyoo^ jjU / 


TTPl "\Tr>»-rvs r , «1 rin 

U U J - JN ormL, oion 


56io 

jOIU 


A 54.9 AO 


7070 177A /mAI 771010 
ZU / y Jr ZH-.gZ 4 * J_Z / 1 y i y 


17 

r 


A/TOOOA1007"R'T706 
JYlUUU*f J UUZXJ JwU 0 


TTPl XTrtrwiPi-klrtn 

uUj - jn onn\^oioii 


56 1 l 
joi 1 


366607 
JOOOU/ 


9070 W9A rtTA3 971 09 1 

zu/yjriZH'.gz 4 tj_z/ iyzi 


17 

r 


1^000A1007P«n 1 7 
1VIUUUH jUU ID.XJlL 


TTPl XTArmpAlAn 


JOIZ 


507066 
jU/UOO 


7070 1T7A cttAI 771 07 A 

zu /y jxzH.gzH-j_z / ivzh 


17 

r 


1VAO OOA1 0 1 AP «n06 
1V1U UU4 J U 14 ^ . vjuO 


u k^d -in onTivx)ion 


5613 
JO 1 J 


5 1 0375 


zuyuj3Ui.gz4j_z/jyuo 


u 
r 


1V/T000A1 1 51"R*"D00 

jviuuu4j i jjrs jouy 


TTPl T>Y-imP^1r»rt 


561 A 
Jul** 


A51QA6 


70Q0 M01 civA/l 77101 A 

zuy u Jtiu 1 .gz*f j_z / j y 1 ** 


r 


AAOOOA1 1 77P«l^i06 
lVlUUU^-Jl /z\^.vjuo 


TTPl D-ri»nP/>1i-*ri 


561 5 


597670 


7000 T 01 <ttA3 77301 R 

zuyu jijUi .gz*f j_z / jy 10 


•c 
r 


AA000A1 1 R5R*r>07 
IViUUUHJ 1 o JI5 JLIUZ 


TTPl "DfimP^I rvn 

u j-x niiiv^oion 


5616 
JO 10 


A5AA63 


7000 P01 rt-yA3 773079 
ZU^U JrU 1 .gZ £ tJ_Z / J7ZZ 


17 

r 


\yT000A3701 TYr>03 
lVlUUU*f J ZU 1 XJ .U U J 


TTPl Dn'mPnlnn i 


561 7 
JOI / 


591 RAO 


7000 FI07 ffrA3 771076 

zuyu ji/uz.gz*fj — z / jyzo 


17 

r 


\yT000Al 1 60R-T705 
!YlUUU«f J 1 DUD JUU J 


TTPl PrimP/\1/\« 

Uv/j -Jr ninv^oioii 


561 R 


59RQR1 
JZo:*ol 


9000 TV/Tfi9 <T7A3 973035 

zuv u . iviuz .gz** j_z / j y j j 


r 


AA000A3 1 ROP'TTOR 

iviuuu*f j i oy w j? uo 


T TPl-PrimPrJrvn 


561Q 


59RAOA 
JZo*m*f 


7O00 P03 /wA3 771 OA 1 

zuyu.LAJo .gz4 j_z / jy^i 


17 

r 


AvfOOOAH 56P-T70^ 
lvlUUU*f J 1 JDl^ JiiUJ 


TTPl DnmpAlnn 

u ^ j -r niiii^oion 


5690 


59367A 
jZjO /*f 


7 OOO XTOA rr»rA3 771069 

zuyu jiNUH-.gz^f j_z / jyoo 


r 


TVAOOOAllOlP'Prl 1 

iviuuu*f j ly^^.vji i 


TTPl "Di-imP/Orm 


5671 


AAfJlfSL 
*f*fO /Oo 


70Q0 T705 o-»A3 771Q76 
ZUyU JT U J .gZH d _jl I Dy /O 


"C 

r 


TV4T100A1 1 6RP«T701 
1YIUUU4 J 1001s JTUj 


TTPl PrimPr»lr»n 


5622 


128749 


2090 H06 ez43 273994 


X 


M00043172DH03 


UC3 -PrimColon 


5623 


525781 


2090.K06.gz43_273997 


F 


M00043183C:B08 


UC3-PrimColon 


5624 


452775 


2090.N06.gz43_274000 


F 


M00043193C:H09 


UC3-PrimColon 


5625 


524721 


2090.L07.gz43_274014 


F 


M00043186C:A11 


UC3-PrimColon 


5626 


454202 


2090.M07.gz43_274015 


F 


M00043190A:B10 


UC3-PrimColon 


5627 


452325 


2090J08.gz43_274028 


F 


M00043180C:B02 


UC3-PrimColon 


5628 


453804 


2090.F09.gz43_274040 


F 


M00043169A:F05 


UC3-PrimColon 
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Table 2 



SEQ 
ID 
NO 


CLUSTEE 


SEQ NAME 


ORIE 
NT 


CLONE ED 


LIBRARY 


5629 


454007 


2000 O09 ez43 274040 

^>v7U.V/V/7.g£>TJ I "TV/"T7 


L 


M00043 1 Q7T> H 1 9 
iviuuu*t j 17/ JJ.jn i z 


T TP 3 -Prim rWInn 


5630 


495455 

*fZ. ««J*T JJ 


9000 I 1 0 t»743 974069 


V 

L 


M00043 1 86H-R0Q 

lYlUUU*rJ iOQU.F>U7 


T TP3 -Prfm Pnl nn 


5631 


453354 


9000 H1 1 P743 274074 


V 

r 


M00043 1 73R-F03 

1V1UUUHJ1 / JJD.FUJ 


T TP 3 -Prim Pnl nr% 


5639 


575315 


9000 T1 1 0743 974075 


17 


M00043176P-A01 

iYlUUUH-J 1 /UV>./\U1 


T TP3 -Prim Pnl rvn 
U J-FIlinv>010Il 


5633 


453800 


9000 Nil t7743 974080 


17 


M00043 1 04 A H06 
1V1UUU*tJ l7*fr\.VJUO 


T TP3-PrimP/\1/Yi'i 

u L/ j "Fnnii^oioii 


5634 


454460 


9000 A 1 9 (*743 974083 


17 


M00043 1 5 1 R-H09 

1Y1UUUH J LJ ID .DVZ, 


T TP 3 -Prim Pn1nr» 


5635 


599860 


9000 P19 ff^43 974085 


17 


M00043 1 58 A -PH3 
1V1UUUH J 1 J OA.F U J 


TTP3 PrimPnlnn 


5636 


454664 


9000 T13 ot43 974107 


r 


M00043176P-P19 


T TP 3 DrimPnl r\ri 


5637 


598360 


9000 T 1 3 0743 9741 1 0 

Zv7V/.L/lJ.gZtJ Z/tllU 


F 


M00043 1 87P«P06 
IVIUUUH J 1 0 /vXUO 


TTP3 PrimPnlnri 


5638 


596530 


9000 T14 a^43 974194 


F 


M00043 1 8 1 P«P 1 0 


TTP3 Prim Pnl 

uLj -r nin^oioii 


563Q 


4591 89 
*f JZ loZ 


9000 014 0-743 974190 

zuyu.wif .gzt o_jL /f izy 


■p 
r 


TV>T00043 1 00 A -PH3 
JYLUUUHO 1 77 A. F U J 


TTP3 Pn'mPAlnn 

u u j -r runi^oion 


5640 


5905QQ 

jzuj77 


9000 W1 5 crv43 974138 
ZU7U.F11 J .gZf J__Z / f 1 3 0 


r 


1V/T00043 1 73P -T\ 1 9 
IVlUUUHJ 1 / Jl^.JJlZ 


TTP3 PrimP^Inn 


5641 


530Q71 

JJU7 / 1 


7000 T 1 6 ot43 9741 58 

Zvi/U.JUlU.gZt J^Z /*tl JO 


17 


1UT00043 1 87TVW04 


ULj -r rllTlV^OlOll 


5649 


980316 
, ZO7JI0 


7000 "M 1 6 a-743 9 74 1 60 

ZU 7U .IN lU.gZHO__Z /tlOU 


r? 
r 


lV/f00043 1 041"! «P 1 0 


U ^ - Jr nilll^OlOll 


5643 


*t Jt / J 1 


9000 A 17 <tt43 974163 


r 


A/100043 1 59 A -PI 0 
IVIUUU^J 1 JZ/\.F 1U 


TTP3 TJrJmPnlnn 


5644 


453730 

*tJ J / JU 


9000ni7a743 974166 


r 


M00043 1 69r>P06 
1V1UUU*t J 1 OZL/ . FjUO 


TTP3 Prim Pnl nn 

u ^ j -i^nirii^oioii 


5645 

JOt J 


450784 

HJU / Of 


9000PM7a-743 974160 




M00043 1 7 1 nr^ns 

IVIUUU** Jl / IL/.VJUo 


TTP3 Prim Pnl nr» 

U L/ J -Jr IllTllsOlOn 


5646 


40408 1 


9000 Ml 7 ^743 974175 


p 


1^00043101^^05 

IVIUUUH J 1 7 1V»/.VJUJ 


T TP3 -Prim Pnl nn 


5647 


456793 


9000 A 18 a743 974170 


F 


K/T00043 1 59 A -^08 
1V1UUUH J 1 JZA.VJUO 


T TP3 -PrimPnl nn 


564R 




90Q0P18ctt43 974181 


P 

r 


M0004315QA«C 1 01 
1Y1UUUHJ 1J7A.V/U1 


T TP 3 -Prim P nl nn 


5640 


413603 

HI JU7J 


9000 HI 8 a743 9741 86 


F 

F 


M00043 1 74TI-P06 
IVIUUUH J 1 /*fFJ.FiUO 


T TP 3 -Prim Pnl nn 


565ft 


4543 1 1 

*f JfJ 1 1 


9000 T1 8 0-743 9741 88 
ZU7U.J lO.gZU Z/HloO 


P 
F 


M00043 1 89R«P09 
lVlUUU*fJ 10 ZFi.V^UZ 


T TP 3 -Prn mPrtl nn 


5651 

JO J X 


596733 

JZO / J J 


9000 H90 <rz43 9749 1 8 


P 
F 


M00043 1 74P-P06 
1V1UUU*tJ 1 / 4 fv^.l_/UO 


T TP 3 -Prim Pnlnn 


565? 


4391 50 


9000K90O743 974991 

Z U 7 U . IVZ U .gz*t J_z / *tZZ 1 


p 

F 


M00043 1 84n-<T06 
IYIUUUt- J 1 04L/.VJUO 


T TP 3_Prim Pnlnn 
U J x rillLV^UlUIl 


5653 


453083 


90Q0 A/T90 0-743 974993 

Zv7U.lVlZU.gZ < TJ Z/tZZJ 


P 
F 


M00043 1 09R-M06 
1V1UUUH 0 1 7ZF> .FlUO 


T TP3-PrimPn1nn 


5654 


5 1 8 1 79 

JlOl /Z 


9000 "NI70 o-t-43 974994 
ZU7U.rNZU.gZHO Z/H-ZZt- 


P 
F 


M 00043 1 05TI- A 05 

rviuuu^f j i7 jjl^.auj 


TTP3 Prim Pnlnn 

U J -r nml^OlOIl 


5655 


45469Q 

tjf ozy 


9000 P99 r»y43 974958 
ZU7^.FZZ.gZ*f J_Z /f ZJO 


p 

r 


A^000439 1 0P-P08 
1y1UUU**JZ 1 UL*. JQUo 


TTP^ Drin«iPrt1/-»n 

U L» J -l^ilITll^OlOn. 


5656 


530030 

JJU7J7 


9000 A 93 i»t43 97495Q 

ZU7V./\ZJ.gZtJ Z /*rZJ7 


p 

F 


AA00043 1 59R-W04 
iviuuu'f J 1 JZFi.FlU^f 


T TP 3 -Prim r^r\lr\n 


5657 


934970 
Z JfZ / U 


90Q0 09 3 »t43 974965 

ZU7U.VJZJ.gZU Z /*tZUJ 


F 


AA00043 1 79P-P05 
1V1UUU4 J 1 /ZI^.JOUj 


T TP 3 -Pri m Pnl r»n 


5658 
JOJO 


59Q749 
jzy /f Z 


9OQ0 T94 »-7Zl3 974983 
ZU7U.lZf .gZ^r J_Z /f Z5 J 


p 

r 


A/T00043 1 7fir , -f"206 
iviuuu'f J 1 / OL/.vJUO 


T Tf™ 1 3 -Pri w f^At r%r> 

U\sJ -Jrllin^OlOli 


5650 


40/1461 


9009 R04 wt43 974444 
ZUT^.VJU'f.gZ'f J^_Z /'rff *t 


F 


A>f00043438T5«P1 0 
iviuuu'f J*f J OFi . 11 1 U 


TTP3 Pr»1 rvn A/T<*tT r«»>r 

U w -V^OlOIliVlCXLJVBr 


5660 


451093 
f JlUZJ 


9009 T04 ctt , A3 974446 

zu7Z.iu*f .gz'f j_z /h-h-'+o 


P 
F 


\aooo43 448 n ♦ tino 
iviuuuh j'Hf o u .Fiuy 


TTP1 Pn1nnA^"«tT nr*»r 

u \^ d -coioiiivicXJL/iver 


5661 
JOOl 


535436 
J JJ*fJ0 


9009 O05 rr-r/13 974460 


P 
F 


lV^00043438r , -ni9 
IVIUUUh j*f J oU.UlZ 


TTr n '3_Pn1r*nA4'ia+T it ror 

Ut/J -COlOmVicTJLJ Vcr 


5669 


456001 
f JOUU1 


9009 "NT05 fyy43 974467 
Zv7Z.iNUJ.gZ*fJ_Z /*t*fO / 


P 
F 


Ayf00043470f** A 0 1 
iviuuu'f J *f /UV^. AU 1 


TTP^-PnlnnA^o+T ixr<»r 

u -coioiiivieTXiiver 


5663 


45H794 


9009 H06 cttJ.3 974484 
ZU^Z.^J'UD.gZ'f J_Z /*t*+o*t 


P 
F 


A/f 00043478U-n0 1 
iviuuu'f J 4/ oFi.JL/Ul 


TT/^Q Pn1rtnA4"i»fT iire»r 

Uw -i^oiomvieiJLiver 


5664 


539142 


2092.A07.gz43 274486 


F 


M00042592AH02 


UC3 -ColonMetLiver 


5665 


450914 


2092.K07.gz43_274496 


F 


M00043455C:G07 


UC3-CoionMetLiver 


5666 


455855 


2092.P07.gz43_274501 


F 


M00043484D:H08 


UC3-ColonMetLiver 


5667 


537451 


2092.F08.gz43_274507 


F 


M00043433A:F02 


UC3"ColonMetLiver 


5668 


535123 


2092.008^43^274508 


F 


M00043439C:D05 


UC3^1oiiMetLiver 


5669 


452830 


2092J08.gz43_274511 


F 


M00043452D:D05 


UC3-ColonMetLiver 


5670 


534054 


2092.L08.gz43_274513 


F 


M00043460D:C03 


UC3^oloiiMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


5671 


162851 


2092 M08ez43 274514 


F 

X 


Mfi004^4fiSRfi08 

l\X\J\J\J^tJ'-tKJJXJ>.\J\iO 


T TP3-Pn1nnMptT twr ! 


5672 


455289 


2092 D09ez43 274521 


X 


M000434?0rr0? 


TIP3-Pn1nnMptT iv^r 
uvsj " v/Uiumvicu-fi vcr 


5673 


456020 


2092H09ez43 274525 


F 


M00043446RH0 1 


TTP3-PnlrmA/fpfT ii«»r 
*jv^^ - v^oionivictijivcr 


5674 


448946 


2092 109 ffz43 274526 


i 


M00043449PH09 


u "woioniviciiji vcr 


5675 


539353 


2092 L09 ffz43 274529 


F 

IT 


M0004346OH-H0 1 




5676 


450658 


2092P09ez43 274533 


F 

IT 


M00043485 A P04 




5677 


544355 


2092 E10 2z43 274538 


F 


M00043477P-F1 1 


T TP 3 -Pnl /M-iTVyTptT ti^r 


5678 


452128 


2092 Fl 0^743 274539 

AI/7A.J. IV/.gAfJ A/*tJj7 


F 


M00043434 A HO? 


TTP3-P/\1rm\Vf.olT nrt»r 


5679 


447534 


2092 T10 a743 27454? 


F i 

X 


M00043449D- A06 


T TP 3 -Pnl rvn TV/fpfT fin»r 


5680 


455256 


2092 PI 0^743 274549 


F 

X 


M00043485R-C09 


TTP3-Pn1nnlV/rpfT iv<*r 
Uv/j M VyOiuniviciJLfivcr 


5681 


455?01 

'T.J.J AV7 1 


?09? Til cr743 77455? 

AV/7A.V^1 1 .gZ/T J A / *t.7.JA 


F 


M00047640P-P 1 0 






535179 
•jo -j i A7 


709? Fl 1 0^43 774555 


F 

JT 


M00043434R-H06 


TTP3-Pr»1r4TilV4'isfT «K>r 

u H^oioiiivicU-fiver 


5683 


455808 


709? H1 1 ot43 774557 

AUTA.XII 1 .gAT"-) A / *T J / 


F 


M00043446f 1 -F04 


u j ^oionivieu-fiver 


5684 


215366 


?09? Tl 1 ar43 774558 


F 


M00043440D'F00 


TTP3_PnlriTi\4"i*fT nreur 

u v»«7 oioiiLvieu-vi Vci 


S685 


456? 54 


7097 Til 0-^43 774559 

AV77A. J 1 1 .gA*T.J Z.l i tJjy 


F 

JT 


M00043453PP06 


TTP3-P/\l/vrtlV4'.»fT it mi- 


5686 


536415 


709? N1 1 CT743 774563 

AU7A.1> X X .gyCrrD A / *+«703 


F 


M00043477 A -F06 


TTP3_Prtl/vr»A4',t*+T ii/oT- 


5687 

-7VJO / 


457801 


?09? Fl? Q743 774571 
auta.p iA.gAt.j__A /*r«7 / 1 


r 


M00043434R-F04 


TTP^-PrtlrtMlV/fo+T iirAr 

U L^OlOIllVlCLLf 1 VGl 


5688 


400? 58 


709? HI? cr743 774573 

AV7 A .XX LA .gAtJ A 1 *rJ / .3 


P 


1^00043446^ *F08 




568Q 


546171 


709? Tl? CT743 774575 


F 
p 


M00043453P«F07 


TTP3-Pr\lriTilV4'AtT n/m* 

u ^ j "V^oioniviciJ-fiver 


5690 

JU7V 


4546? 1 


709? Ifl? ar43 774576 


r? 
p 


M00043457P-R1 7 


u i-/ j> -i^oioiuvieii-river 


5691 


45516? 

tJJ lOZ 


709? D13 »^43 774585 


r 


M00043477R-P03 


u ^v^oioiiivieijuivcr 


569? 


543479 


709? PI 3 a^43 774507 


p 


M00043486P«n07 


TTP3_P/0r»WM<*fT i-irof 


5693 


456740 


7097 Tl 4 av43 774606 

AU7A.ll*t,gA*T.J A/tOUO 


F 
p 


M00043450R-P1 1 


TTP3-Pn1r»r»'M"<*fT ixrt>T 


5694 


531461 

J J Jl*TUl 


709? F15 a?43 774618 

AV/7A.JQ1 J.gAt J Zj/tOIO 


F 
p 


M00043478PA08 


TTP3-P/\1rtn\4'<*tT nrt*r 

u v^j v^oiomvieij_/ivcr 


56Q5 


45557? 


?09? HI 5 <T743 7746? 1 


F 
p 


M00043447 A FO? 


TTP3-Prk1rtnA^P*tT \xrr*r 


5696 

J VJ 7VJ 


456783 


?09?T15ff743 77467? 

Av7A.ll J.gAtJ A/40AA 


F 
p 


M00043450RH05 
IV! v U u^jfJ UPJ .xVJj 


TTP3-.Pn1nr»lV^AtT i\rpr 


5697 


2544 


?09? N15 a743 774677 

Av7A.l> IJ.^AtJ A/HUA / 


F 
p 


MOO 043473 r-T31 1 


TTP3-Pn1nnl\/fptT ii/pr 

vj v_o "V^oionivicLLfivcr 


5698 


5434*31 


209? PI 5 ^743 274679 

AV7A..T IJ.gAtJ A/tUA7 


F 

IT 


M00043486P-D07 


TTP3-Pn1nnMp+T ivpr 
U V^J "X^UlUiliVlCUUlVCl 


5699 


402534 


2092 0 1 6 a743 274644 


F 
i 


M00043481 AfrO? 


TTP3-Pn1nnlVfptT ivpr 

U J V-zUlUJ-LLVlCUL-fl V vl 


5700 


454563 


709? T17 j>743 774654 

AU7A.11 / .gAt J A / *tOJ*T 


F 
p 


M00043450P-F1 1 


TTP3-Po1ntiMptT ivpr 


5701 


541901 


?09? K17 <r743 ?74656 

AV7A.JV1 / .gAtJ A /fOJO 


F 1 
p 


M00043459 A R08 


T TP3-Pn1r.nMpfT ivpr 

\J v>J V^UlULLLVlCLX^l VC1 


570? 


536775 


709? T 17 &743 774657 

AV7A.trl / .JS,A*t.J__A / *tO J / 


F 
r 


M00043467P-F1 ? 


TTP3-Pnlr»nMpfT ivpr 
U v> J "V-fUlUIUVlCll-fl VC1 


5703 


455379 


7097 Ml 7 a743 ?74658 

AU7A.1Y11 / .gAHJ A /HDJO 


F 
p 


M00043468rn08 

1V1U U UHj h u 0 .XJ U O 


T TP 3 -Pnlr»nlVfptT ivpr 
Uv/J -V^OlOIllVlCULfl VC1 


5704 


456567 


70Q7 PI 7 cry43 774661 
AU7A.ll / .\g£rrO A /*t001 


F 
p 


M00043486PF07 


TTP3-Po1rknlVAp+T ivpr 




539804 


70Q? T18 cr-743 97d.£6A 
AU7 A .V/lO •gZ'r J_A / HOO*f 


P 


M000434 1 7 A «H1 7 


T TP 3 -P nl nn "Mp+T ivpr 
U ^ J "\^O10IUVlClJ-flVCI 


5706 


452618 


2092N18ez43 274675 


F 


M00043473DD11 


UC3-ColonMetLiver 


5707 


543855 


2092.J19.gz43_274687 


F 


M00043453D:D02 


UC3-ColonMetLiver 


5708 


415326 


2092.L19.gz43_274689 


F 


M00043462D:C09 


UC3-ColonMetLiver 


5709 


455117 


2092.B20.gz43_274695 


F 


M00042600D:B08 


UC3-ColonMetLiver 


5710 


455601 


2092.C20.gz43_274696 


F 


M00043417B:F12 


UC3-ColonMetLrver 


5711 


455254 


2092.E20.gz43_274698 


F 


M00043430D:C01 


UC3-ColonMetLiver 


5712 


402916 


2092.120.gz43_274702 


F 


M00043451A:B02 


UC3-ColonMetIiver 
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NT 


CLONE ID 


LIBRARY 


5713 


455864 


2092.N20.gz43_274707 


F 


M00043474CH05 


UC3-ColonMetLiver 


5714 


27586 


2092.P20.gz43_274709 


F 


M00043489CH06 


UC3 -ColonMetLiver 


5715 


452392 


2092.B2 1 .gz43_2747 1 1 


F 


M00042600D:E11 


UC3-CoIonMetLiver 


5716 


447380 


2092 . C2 1 .gz43_2747 1 2 


F 


M00Q43417CF12 


UC 3 -ColonMetLiver 


5717 


448250 


2092.12 l.gz43_2747 18 


F 


M00043451B:D08 


UC3 -ColonMetLiver 


5718 


536171 


2092.B22.gz43_274727 


F 


M00042637CE12 


UC3 -ColonMetLiver 


5719 


455501 


2092.H22.gz43_274733 


F 


M00043448BE08 


UC3 -ColonMetLiver 


5720 


455808 


2092.O22.gz43_274740 


F 


M00043483B:G01 


UC3 -ColonMetLiver 


5721 


422223 


2092.C23.gz43_274744 


F 


M00043418A:A06 


UC3 -ColonMetLiver 


5722 


455814 


2092.O23.gz43_274756 


F 


M00043483B:G11 


UC3-ColonMetLiver 


5723 


538582 


2092.H24.gz43 274765 


F 


M00043448C:G07 


UC3-ColonMetLiver 


5724 


447238 


2092.I24.gz43 274766 


F 


M00043451C:H03 


UC3-ColonMetLiver 


5725 


456577 


2092.P24.gz43 274773 


F 


M00043490A:F03 


UC3-ColoxiMetLiver 


5726 


11576 


2176.F01.gz43 281685 


F 


M00039503B-G05 


HMEC-Unt 

JLUTlUw V*/ JUL b 


5727 


401426 


2176.P0Lgz43 281695 


F 


M00039605D:E02 


HMEC-Unt 

X li.f JX/V/ v/Xll* 


5728 


409330 


2176.B02.gz43 281697 


F 


M00039363B:H10 


HMEC-Unt 


5729 


407195 


2176.C02.gz43 281698 


F 


M00039369D:D11 


HMEC-Unt 


5730 


411985 


2176.D02.gz43 281699 


F 


M00039379AD03 


HMEC-Unt 


5731 


412621 


2176 F02 ez43 281701 


F 


M00039503DE08 


HMEC-Unt 


5732 


407711 


2176H02ez43 281703 


F 1 


M00039514B-E07 


HMEC-Unt 

1ULTJLUV V^XJlb 


5733 


411113 


2176G03ez43 281718 


F ; 


M00039508DC03 


HMEC-Unt 


5734 


402411 


2176 104 ez43 281736 


F 


M00039523A-D09 


HMEC-Unt 


5735 


147279 


2176F06ez43 281765 


F 


M00039504BF05 


HMEC-Unt 

X JXT 1 1 * V/ W 111 


5736 


400628 


2176 L06 ez43 281771 


F 


M00039566DE08 


HMEC-Unt 


5737 


407443 


2176C07ez43 281778 


F 


M00039371AE01 


HMEC-Unt 


5738 


413346 


2176N07ez43 281789 


F 


M00039592CF09 


HMEC-Unt 


5739 


125543 


2176O07ez43 281790 


F 


M00039599AE08 


HMEC-Unt 

AUTJLUV wllV 


5740 


202308 


2176P07ez43 281791 


F 


M00039606CB07 


HMEC-Unt 


5741 


400428 


2176.K08.gz43 281802 


F 


M00039562A:D10 


HMEC-Unt 


5742 


400426 


2176.H09.gz43 281815 


F 


M00039516C:H06 


HMEC-Unt 


5743 


402147 


2176P09ez43 281823 


F 


M00039607AF05 


HMEC-Unt 


5744 


400233 


2176.K10.gz43 281834 


F 


M00039562D:B02 


HMEC-Unt 


5745 


408986 


2176 Kll ez43 281850 


F 


M00039562D-G01 


HMEC-Unt 


5746 


400171 


2176.B12.gz43 281857 


F 


M00039366C:B10 


HMEC-Unt 


5747 


403671 


2176 C12 ez43 281858 


F 


M00039373BB09 


HMEC-Unt 


5748 


400047 


2176.A13.gz43_281872 


F 


M00039184A:A08 


HMEC-Unt 


5749 


404736 


2176.B13.gz43^281873 


F 


M00039366D:A02 


HMEC-Unt 


5750 


413627 


2176.F13.gz43_281877 


F 


M00039505B:G07 


HMEC-Unt 


5751 


407260 


2176.K13.gz43_281882 


F 


M00039563C:DOl 


HMEC-Unt 


5752 


155374 


2176.M13.gz43_281884 


F 


M00039586A:C03 


HMEC-Unt 


5753 


409612 


2176.114.gz43_281896 


F 


M00039525B:H03 


HMEC-Unt 


5754 


402411 


2176.A16.gz43 281920 


F 


M00039184C:C05 


HMEC-Unt 
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5755 


411124 


2176.C17.gz43_281938 


F 


M00039375AC09 


HMEC-Unt 

X XXTXXwV^" VJllb 


5756 


412416 


2176.J17.gz43 281945 


F 


M00039534DE07 


HMEC-TTnt 

X X1TXX-/V_/ V_/li.L 


5757 


406734 


2176.M17.gz43 281948 


F 


M00039586DD05 


HMEC-Unt 


5758 


408306 


2176.K18.gz43 281962 


F 


M00039564BF08 


HMEC-Unt 


5759 


1054 


2176E19ez43 281972 

x» x / v . ju x in*<~* x# \j x ✓ # xv 


F 


M00039502DH03 


HMFC-TInt 

XXlVXXv v^. - IJ xlt 


5760 


406855 


2176 119 ez43 281976 

XV X / Will -S iBw i< ' X. U JL ✓ / \J 


F 

J. 


M00039^?7BD06 

1YX V UWJ7J£, t aJ,U\J\J 


XX1VXXjV_# UliL 


5761 


400454 


2176H20ez43 281991 


F 


M00039521AD02 


HMEC-Unt 

X XX YXJ-j V_/ "" VJilU 


5762 


402147 


2176J20ez43 281993 


F 


M00039536BE10 

ITlv V v J J UX# <X^ X V 


HMEC-Unt 

X XlVXxvV^— VJliL 


5763 


202308 


2176 M20 ez43 281996 


F 


M00039588A-H12 

1VX W V J ✓ O UiV.l X X XV 


HMEC-Unt 

X XlVXXw\w v7Xll> 


5764 


413997 


2176 J21 sz43 282009 

X* X / Vi*4ViigfiT^ l<ULVv/ 


F 


M00039536BH03 


HMFC-Unt 

X XxYXX*/Vs UXll 


5765 


409589 


2176K21cz43 282010 


F 


M00039564CH05 


HMEC-Unt 


5766 


409262 


2176.M2Lgz43 282012 


F 


M00039588B:H02 


HMEC-Unt 


5767 


405932 


2176.H22.gz43 282023 


F 


M00039521CB01 


HMEC-Unt 


5768 


20517 


2176 M22 ez43 282028 

X f Vr »AT Witt* .fatO i v? <w V/iw VJ 


F 


M00039588DF10 

IVlvV/vJyJUUl/il X\7 


HMEC-TFnt 

X XiVXXw w wJULL 


5769 


413915 


2176P23ez43 282047 


F 


M00039610AG11 

1 T X VvvJ/Ul W V . VJ X X 


HMEC-Unt 

X XIV 1 1 \JWL 


5770 


412483 


2176F24ez43 282053 


F 


M00039507DE03 


HMEC-Unt 

X XlYXXwV^ VJlib 


5771 


402392 


2176G24ez43 282054 


F 


M00039514AG03 


HMEC-Unt 

X XIV 1 1 VJ 1JLL 


5772 


401510 


2176 J24 ez43 282057 


F 1 


M00039537BF06 


HMEC-Unt 

X XlYXXw V/ " UUL 


5773 


408649 


2176 L24 ez43 282059 


F 


M00039583AG09 


HMEC-Unt 


5774 


418682 


2178K02ez43 282160 


F 


M00040183BC06 


HMFC-hFGF 

X JLLYXX.iV/ UX VJX 


5775 


417259 


2178 E04 ez43 282186 


F 


M00040141AG10 

xVx V/ Vy \/ iv X^Xxx.VJ XV/ 


HA/fFC-hFOF 
x xiYjjuv^ ur vjx 


5776 


20517 


2178 P04 ez43 282197 


F 


M00040235CD02 


HMEC-bFGF 

X X1VXX^\„/ ij± VJ X 


5777 


414821 


2178 G05 ez43 282204 


F 


M00040160r-A04 

1VX V/W W™W X uV/V/ ,z\VT 


HMEC-hFGF 

X xxVXXjXw' LFX VJX 


5778 


402534 


2178K05sz43 282208 


F 


M00040183DC08 


HMEC-bFGF 

X XJ.YXJUV/ Ux VJX 


5779 


402411 


2178D07ez43 282233 


F 

X 


M000401 34A- A07 


X XiYJ_Lf \_/ - UX VJ X 


5780 


419255 


2178 L07cz43 282241 


F 

X 


M00040188BEOS 


XT_LYXJL> V/ ~UX VJ XT 


5781 


417426 


2178 Gil ez43 282300 


F 


M00040161CH06 

iTlvVUTU X V X V> . X ±\J\J 


HMFC-hFGF 

X XXYXX^V> l/x VJ X 


5782 


415527 


2178G12ez43 282316 


F 

X 


M00040161DC03 


HMFC-V»FGF 

XXlYXUrV/ UX VJx 


5783 


418340 


2178J12ez43 282319 


F 


M00040 1 8 1 RROfi 

lVXV/V7V/*TWXO x U.JJuU 


HMFC-hFGF 

XTXXVXJJrV^ Ux VJX 


5784 


403154 


2178 L12 ez43 282321 


F 


M00040189DA06 

IVlwwV/Tv X 07L/ .AVv 


HMFC-hFGF 

XJJ.YXXvV' UX VJX 


5785 


403837 


2178 J13 ez43 282335 


F 


M00040181R-rOS 

lVXV/vV/T^V/ X OIXI.VVJ 


HMFC-hFGF 

X XIYxxjV/ UX VJ XT 


5786 


418482 


2178 L14 ez43 282353 


F 

X 


M00040 1 90B • P02 


HMFC-hFGF 

X X1YXXJ V/ Ul VJx 


5787 


419751 


2178 C15 ez43 282360 


F 


M00039760BF12 

XtXV/V/V/J^ # VJV/JJ.X XxV 


HMEC-hFGF 

x xxYxxwv* — ur vjx 


5788 


402070 


2178 B16 ez43 282375 

XV X * V» X W 11^/ XfUXVaS f 


F 


M00039752DD07 


HMEC-hFGF 

X XXYXXvVw Ux VJx 


5789 


402070 


2178 N16 ez43 282387 


F 


M00040227 A F07 


FTMEC-hFGF 

X XXV 1 1 <V/ UX VJX 


5790 


420504 


2178.Cl8.gz43_282408 


F 


M00039760C:H07 


HMEC-bFGF 


5791 


147279 


2178.P19.gz43_282437 


F 


M00040248A:G09 


HMEC-bFGF 


5792 


402353 


2178.ffi0.gz43 282445 


F 


M00040171BH03 


HMEC-bFGF 


5793 


416914 


2178.L20.gz43_282449 


F 


M00040196B:F10 


HMEC-bFGF 


5794 


163970 


2178.E21.gz43 282458 


F 


M00040145B:C12 


HMEC-bFGF 


5795 


416762 


2178.021.gz43 282468 


F 


M00040233C:F09 


HMEC-bFGF 


5796 


57183 


2178.M22.gz43 282482 


F 


M00040222A:E06 


HMEC-bFGF 
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ORIE 
NT 


CLONE ID 


LIBRARY 


5797 


403306 


2184 D01 az43 282670 


F 


M00039950CC05 


HMEC-VEGF 


5798 


402298 


2184 L01 sz43 282678 


F 


M00040328DA03 


HMEC-VEGF 

XXXYXX^w VXvVJl 


5799 


420958 


2184 K02 ez43 282693 


F 


M00040322BA08 


HMEC-VEGF 

XXXYXXvw VJ-iVJl 


5800 


493884 


2184A03ez43 282699 


F 

X 


M00039747AH06 

lTlUUUJ ✓ / *T / A.l 1UU 


HMEC-VEGF ! 

XXlVXXwV^ V XjVJX 


5801 




21 84 J04 az43 282794 


F 

X 


M00040318CR09 

lVlV/UvTUJ X OV^.XJU7 


HMFC-VFGF 

X XX VXXj V-» Y XjVJ X 


5802 


422590 


2184 O07 ffz43 282777 


F 


M00040364BE1 1 


HMEC-VEGF 

X XXVXXvw Y X-fVJX 


JOUJ 


409998 


9184 A08 p^43 989779 


F 

X 


M00039749BG05 


HMFC-VFGF 

XXXYXXvV^ V XjVJX 


5804 


493534 

TLJJJt 


9184 J11 0743 989836 


F 

x^ 


M00040319DG10 

1YXU UUtUJ X 7XV . VJ X 1/ 


HMFC-VFGF 

XXlYXXv^y V XJVJX 


5805 

JOUJ 


423008 

7^JUV/0 


9184 Kl 3 0743 782869 

Z X O". 1\1 J .g£itJ LOlOU/ 


F 

X 


M00040323DF04 

lYXUUU^U JZ JXJ.X U*T 


HMEC-VFGF 

X XI Yl 1 Y 1—/VJ X 


5806 
jouu 


494793 


9184N13&743 989872 


F 

x^ 


M00040347BR1 1 

XYXUUUfv J*t / XJ. L>1 X 


HMFC-VFGF 

XXXVXXv*»y Y XjVJX 


5807 

JOU / 


20517 

iUJ X / 


2184 D1 6 0743 282910 

AflO*T.X/lU,gZTJ ZOZ71V/ 


F 

X 


M00039958DD05 

1V1 W U J 77 J OX/ . X/ U J 


HMEC-VFGF 

X XXYXJLrls V X-/VJX 


5808 


403306 


9184 A1 7 0743 989923 

Z X Ot.rvl / , I3Z/T J Z,OL7iiJ 


F 

X 


M00039750CF08 

1V1UUUJ7 / J V/Vy.X UO 


HMFC-VFGF 

XTXiVXXiV^- V X_/\jX 


5809 

JOU^7 


140994 


9184 A99 P743 983003 


F 


M00039769CD1 1 


HMFC-VFGF 

X XlYXXj V XJiVJX 


5810 

JO XU 


409998 

*TUZrZ»70 


9184 G94 0743 983041 


F 

X 


M00040294BF09 

1 VX v U U U Z 7 *TX-> . X-y V/ 7 


HMFC-VFGF 

XXXYXXwV/ Y J-AJX 


581 1 

JO X X 


468930 


1564A01 a743 296559 

lJUT.AUl.gZ.tJ L7UJJZ, 


F 

X 


M00042709BG05 

IVlUUUti / U7U.VJUJ 


T TC9 -NnrmCnlrm 


581? 


463 1 43 


15641301 <r743 996553 

X JVTt.X*U X .gZ*TJ Z7UJJJ 


F 

X 


M0004271 1BH04 


T TC9-NnrmCnloTi 

\J \vL 1\ Ul XllV^UXVJXX 


5813 

JO 1 J 


465785 

lUJ / O J 


1564 C0 1 0743 296554 

X JU*T.V»V/1 .^tTTJ Z^U J J" 


F 


M00042713BC08 


T TC9 -NnrmCfilon 

v> V/ Z I > LIX XXI VyA/lV/iX 


5814 

JO X*T 


453766 


1564101 0743 996560 

UUt.lU X .gZ*TJ £>7wUu 


F 

X 


M00042724AG09 

XYXUUU*TZ / Z,tA,VJ UZ 


1 TC9-NnrmCnlftn 

\J VyZ. J. > Ul XXI VsU J-UXX 


5815 

JO 1J 


469398 

*TUZt J70 


1564 101 0743 996561 

1JUT.JU X ,gi , TJ^ii7UJUl 


F 

X 


M00042726DG1 1 

XVXUUU^Z / i,Ul/.Vl X X 


T IC9-NnrmCnlon 

UVy/» iiUlXXlV/UlUXX 


5816 
jo x v 


390563 


1564 001 0743 296566 

X J U*T . \J\J X ,gZ(*TJ^7 UJ UU 


F 

IT 


M00042737BC07 

IVXV/UU^A / J / X7. V/ # 


T TC9 -Nnrm Colon 

VJ VyZ 1 > UA XI LwUlUXX 


5817 

JO 1 / 


447189 

*T*T / iO? 


1564 C03 0z43 296586 

IJUt.^fUJ.^LtJ 


F 

X 


MG0042713BF03 

1YXU UU*TZr / X JU.X V/ J 


T TC2-NormColon 

yj 1 > ui 11 IV-/ ui uii 


5818 

JO xo 


462348 


1564 H03 ez43 296591 

1 J UT ,A 1U J J L7UJ/1 


F 


M00042722AG08 


UC2-NormCoIon 


5819 

JO 17 


446740 

*T*tU / *TU 


1564 004 0743 296614 

lJUt.VfV/'T.^C.TJ X7UU X w 


F 

X 


M00042737CC07 

XYXUUU^TZ / J / V_/. V/\7 1 


1 IC2-NormCo1on 

\J " X 1 Ul 1 1 1 V/U1UX1 


5890 


447968 

*t*t l z>uo 


1564 P05 0743 996618 

lJU*t.VvJ.g*«tJ Z>7UU10 


F 

X 


M00049713C-B08 

XVXUvv*tZ» / X J\^.XJV/0 


T TC9-NormColon 

UvA 1>U1XIXV»/U1UX1 


5891 

J OZ 1 


461316 


1 564 TC05 0743 996626 


F 

X 


M00049799AF1 1 


T TC9-NnrmColon 

\J V/i liUllllv/UHJll 


5899 


490686 

^Z»UUO U 


1564N05 0743 996699 


F 


M00 04273 5 C G02 


T JC2-NormColon 

U V/Z 1 1 Ul XllV^UlUU 


5891 

J ox J 


447579 

*T*t / J / 7 


1564 O05 0743 296630 


F 

X 


M00049 737P 'E03 


1 TC9-NormColon 

UwZ> 1 1 Ul X11V>U1UX1 


5894 


447006 


1 564 R06 0743 996633 

IJUtiUUv.g^J Z7UUJJ 


F 


M0004971 1PR10 


1 TC9-NormCo1on 

\J VvZ — 1 1 UX X 1 Iv^UlUJLl 


5895 


463894 


1 564 "W06 0743 996645 

1 JO*T.X^UO.gj£/TJ Z,7uu*tJ 


F 

r 


M0004973 5D- A07 


T TC9 -Morm Colon 

U i 1 Ul lllV^UlUlX 


5896 
jozO 


461 135 


1564 Gfl7 0743 996654 


F 
r 


1^/100049 79 OP • F03 


T 11^9^01-01 Col on 

\J V^Z 1> Ul ILlV^UlUXl 


5897 

JOZ / 


388688 

joouoo 


1 564 AflR 0743 996664 




M0004971 0 A'GI 0 

XVXUUVtZi / lUrV.VJ 1 V 


T TC9-"MormCo1on 

VJV^Z ilUllllV^UlUlX 


5898 


469986 


1 564 KYI 8 0743 996674 


F 

X 


M00049799AH08 

XVXVJUVtX / Z.7A.1 XvrO 


T TC9 -NormColon 

VJ V^Zr 11 UX IX 1 V/U1UX1 


5899 

JOZ7 


454825 

*TJ*tOZ# J 


1 564 M08 0743 296676 

X J U*T.lYXUO .gii^J Z7UU/ U 


F 


M00049733r*C05 


T IC2-NormColon 

V/V/a H Ul 111 UUXUli 


5830 

JO J V 


466614 


1 564 O08 0743 996678 

IJUt.UUO.giiTJ Z7Uw>0 


F 

X 


M00049737DD03 


T IC2-NormColon 

W V^Z 1 1 Ul XI 1 UWiUU 


5831 

Jo J X 


457975 

*rJ / 7 / J 


1564 A09 0743 996680 


F 

X 


M0004971 0BB09 


T IC9 -NormColon 

\J V^Zr i 1U1 llLOUlUll 


5832 


446345 


1564.109 .gz43_296688 


F 


M00042724D:B04 


UC2-NormColon 


5833 


456530 


1564.Cll.gz43_296714 


F 


M00042714A:G04 


UC2-NormColon 


5834 


462337 


1564.Ell.gz43_296716 


F 


M00042716D:G04 


UC2-NormColon 


5835 


447387 


1564.Nll.gz43_296725 


F 


M00042736A:F03 


UC2-NonnColon 


5836 


467780 


1564.B12.gz43_296729 


F 


M00042712A:E08 


UC2-NormColon 


5837 


447561 


1564.C12.gz43_296730 


F 


M00042714A:H05 


UC2-NonnColon 


5838 


461313 


1564.K12.gz43^296738 


F 


M00042729B:F10 


UC2-NonnColon 
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LIBRARY 


5839 

JOJ7 


453679 


1564 L12 ez43 296739 


F 

X 


M00042732AA1 1 


T JP2-NnrmPn1nn 

VJ VyA 1 1 Ul 1UV>UJL\J11 


5840 


446964 

f M U7VTT 


1564 Gil oz43 706750 


F 

X 


M00042721AjG07 


T TP7 -Nnrm Pnlnn 

VJ V_/ Z/ llUl lit V^ VJIVJ11 


5841 

J071 


450158 

TJ7UO 


1 564 HI 1 0743 706751 

IJUT.lllJ.g&tJ i^7U/ Jl 


F 

X 


M00042722DC 12 

ivxu uu*rz< / z»z#jj • v> i/< 


T TP2«Nnrm Cnlnn 

VJ V^Zy llUl 1X1 V/V/XV/il 


5847 


450771 


1564 Mil 0741 206756 

A JU*T,1V11J .gz/TJ £*y\J l J\J 


F 

f 


M00047733DG08 

1V1UUU*TZ. f JJl/.VJvO 


TTP7-NnrmfVi1nn 

VJ Ks£. 1 y Ul iUV-AJlUH 


5843 


447826 


1 564 CI 5 av43 206778 

lJUT.vlJ.g£,tJ_j&7U/ / O 


F 

X 


M00042714BE01 


T TP7-NormPn1on 

VJ V^^> llUl 111 \j Ul VJU 


5844 


446741 


1 564 D1 5 o*743 206779 

1 JUT.i/lJ.gLtJ £7U / /7 


F 

X 


M00042715DE02 


T JO-NnrmCnlnn 

VJ Vi^ 1 1 Ul 1 11 V/ Ul VJ1X 


5845 


457687 


1564F15crr41 796781 

1JVT.I IJ.gij'TJ ^7U (Ol 


F 

X 


M0004771 9AH06 


TT^-NnrmPnlriTi 

VJ V^Z< 1 t VJ1 1 LI V./ V*I \J1X 




446601 
*t*ruuu x 


1564H15oy41 706781 

IJUt.lllJ.gitJ Z-7U/OJ 


F 

X 


M00047721 AD09 


TTP7-NrirmCn1nn 1 

VJV/Zr J. 1 VJllllV/UiVJll 


5847 

Jot / 


447640 


1564 B10 a 7 41 706841 

lJUt.U17.g£itJ A>7UOt X 


F 1 

X 


M00042712CE06 


T TC7-NnrmCn1nTi 

VJ V/Z. llUll 11 v Ul vll 


5848 


465578 


1 564 C 1 0 cr 7 41 7 06847 

lJUt.Vl7.gctJ Z.7UOt*. 


F 

X 


M00047714rri0 


VJVvZ> 1 1 UllLLVvUIUil 


5840 


467865 


1564 F10 Q741 706844 

X JUt.l-rXi'.g^tJ i700*rf 


F 

f 


M00047717R-G11 

IVXV/VJV/*TZi # X # XJ.VJ 1 X 


VJ 1 >U1 LLLv^ULUlX 


5850 


405017 


1 564 F1 0 a-741 706845 


F 

f 


M0004271 0r-FT05 


T TP7 -Nnrm Pnlnn 

Uvi lNUllllV^UlUll 


5851 

Jo J 1 


457077 


1564 frlO ot41 706846 


F 

F 


M0004777 1 Tj-ROI 

1VXVUI/*TA. / XXJ.XJV/ J 


VJ v^Z, 1 lVJllllV^UlVJ 11 


5857 


461R71 


1 564 "NT10 0741 706851 

1 JU*T.lN X*7.g£*TJ Z,7O0JJ 


F 

F 


M00047717AA07 


T TP7 -Nnrm Pnlnn 

VJ l"i Ul lit VvUlUli 


5851 


461717 

tUjZX / 


1564O10a74l 706854 


F 

F 


M00047718DR1 7 

lVXVV/\/*tA 1 / JOXJ.XXXZ, 


T TP7 -TvTnrm Pnlnn 

\J\**£t l^tUllllV/UlUll 




180475 

JO^*rZrJ 


1564 A70 a-r41 706856 


F 
f 


ivf 0004771 1 A-F01 

IVXUUvt^ / X X/\.FvX 


T TP 7 -Nnrm Pol nn 

VJv^Z. liUllllVsUlUXi 


5855 


446747 


1 564 O70 a^41 706870 

X JUH.VJu&U.gZ'r J OO / U 


F 

f 


M00047710A*r06 


T TP7 -Nnrm Pnlnn 

KJ VvZ. I N VJ1 11 1 v> Ul Ull 


5856 


44Q171 


1564 P71 0741 706874 

X JU*t.Va£X.£5£HJ A7DO/ i r 


F 
r 


M00047 7 1 AC • F 1 7 

IVIV/v/V/^tZ. / X*Tv^.X i.£t 


T TP7 -Nnrm Pnlnn 

VJ V>Z» l^lL/l lilV/UlUll 


5R57 


45H771 


1564 fi71 <rr741 7Q6878 

1 JU*t.\X£1 .gZ*rJ_ J Z,:7UO / o 


F 
r 


M00047771Tj*n01 

IVlUUUHZf //.XJJ.XJUX 


T TP 7 -Nnrm Pnl nn 


Jo JO 


460766 

HOf •/ DO 


1564M71 ov41 7Q68R4 

1 JUH.iVxXl .gZrrJ Z.7O00T 


F 
r 


M00047715A*frl7 

iYlAJUV"*TZr / J J/V.VJ XZ» 


T TP 7 -Nnrm P nl nn 

VJV^Z» INUlIllv>UlUll 


5850 

JOJ7 


446R66 


1 564 D77 c-741 706801 

1 JUH.I«/Z.Z,.gZ/TJ Z»7D07l 


F 
f 


M00047 7 1 6 A -F0 0 


T TP7 -Nnrm Pnlnn 

VJ V_/Z,~l^UlilLVvUlUll 


5860 


401040 


1 564 M71 ar41 706016 

1 JUH.IVXZ, J.g£*rJ Z.j/U-'IU 


F 

F 


M00047715RA06 


T TP7 -Nnrm Pnl nn 

VJv^Z. l^lUllllV/UlUll 


5861 


446077 


1 564 071 o-741 70601 8 

X JU^.Vj\£j.gZ/TJ Z7V77XO 


F 
f 


M00047710AG07 


T TP7-NnrmPn1nn 

VJ VsJL Ul 111 V/UiUll 


5869 


715874 
Jo /*t 


1 564 P74 or41 706077 


F 

f 


M00047714DF1 1 


T TP7 -NnrmPnlnn 

VJ V/I ""1 ^ \Jl 11 1V-/UHJU 


5861 


558101 


1681 A01 ot41 706916 

1UO X *rWJ X .jgZiT J ^7U7JU 


F 

X 


M00055739AC09 

ivivvvjj / mj^^\..\s\jy 


T TP7 -Nnrm Pnlnn 

VJ V/ Z» 1 1 Ul 1 11 V/U1UU 


5864 

JOUH- 


476166 


1681 T01 crT4l 706044 

X UO 1 .1U X .gZtJ Z.yyjy^rr 


F 

r 


M00055740D-T107 


T TP7-NnrmPn1nn 

U VvZ, IiUllllv^UlUll 


5865 

JOUJ 


618041 


1681 T01 ay41 706045 


F 

f 


M00055750PR10 
ivxi/V/vjj /Jvv.niv 


T TP7 -NnrmPnlnn 

VJ va 1 1 Ul 11 1 V-HJ1UU 


5866 

JOUU 


645601 


1681 O01 a-741 706050 

XUO X.WUX .gZ**rJ ^707JU 


F 

f 


M00O55758r / H1O 

lVXvvV/J J / JOV/.X11V/ 


T TP7 -Nnrm Pnl nn 

VJ vA 1 > \J1 1 llv> U1UU 


5867 
JOU / 


647644 


1681 F07 a^41 706056 

XUO X .XiUZ.gZH-J i707JU 


F 
f 


M0005 5744P D07 


T TP7 -Nnrm Pnl nn 

VJ vl "1 1 Ul 1 11 V^UlUll 


5868 

JOUO 


644105 

UHH-IUJ 


1681 T07 0-741 706060 

X UO 1 .AUX.gZ*T J_Z«7UT7UU 


F 


M00055740D-r01 

1VXUUUJJ / 4 T*7XJ.V>\/X 


T TP 7 -Nnrm Pnl nn 

VJ VvX/ 1 1 Ul 111 V^UlUll 


5860 

JOD7 


468611 

HUOUX J 


1681 A01 ar41 706068 


F 

F 


M00055710RR06 

J.VXWV/V/JJ (J7D.DUU 


T IP7-Nnrm Pnlnn 

VJ V^ Z. Ul 1 llwUlUll 


5R70 

JO /U 


648005 


1681 H01 0741 70606Q 
x uo x . jju j . j y 0 y u 7 


F 
r 


M00055740P-A07 

1VXUUUJJ I t T\J\*r,£\\J / 


T TP7-NnrmPn1nn 

VJV^Z,**1>UIIIIVjU1UIX 


5R71 
JO / 1 


446Q75 


1681 FT01 o-j-41 706075 

XUO 1.1XU J. gZH" J Z7U7/J 


F 


M00055748PP07 

lVXUUUJJ /HO'O.'OV/ / 


T TP7 -NnrmPnlnn 

U V_/Z> "IN Ul 111 VvUXUlI 


5R77 
JO / z 


640156 
OH7JJO 


1681 T01 C741 706076 

XUO X ,XUJ ,g£HJ £,y\jy l\J 


F 
f 


M00055740H-D06 

lVXUUUJJ l*ryaJ.U\J\j 


T TP7 -NnrmPnlnn 
\j y^ATi ui luv^uiuii 


5R71 
JO / J 


51H774 

J 1 U / <0*T 


1681 K711 0741 706078 


F 


M00055757r-r06 

lVXUUUJJ / JAv.vvO 


T TP 7 -Nnrm Pnl nn 

VJ V^Z* ~rS UXIIl VyUlUH 


5874 


446676 


1681 L03 ez43 296979 


F 


M00055753D:C06 


UC2-NormColon 


5875 


644937 


1681.B04.gz43_296985 


F 


M00055740C:E06 


UC2-NormColon 


5876 


644342 


1681.104.gz43_296992 


F 


M00055749D:F12 


UC2-NormColon 


5877 


640264 


1681.O04.gz43_296998 


F 


M00055758D:E02 


UC2-NormColon 


5878 


463951 


1681.D05.gz43_297003 


F 


M00055743C:D12 


UC2-NonnColoii 


5879 


644345 


1681.K05.gz43_297010 


F 


M00055752C-.F06 


UC2-NormColon 


5880 


646552 


1681.N06.gz43_297029 


F 


M00055757B:B07 


UC2-NormColon 
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SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


5881 


611927 


1681 K07 sz43 297042 


F 


M00055752CH07 


1102^0011(^01011 


5882 


639420 


1681N07ez43 297045 


F 


M00055757BC04 


V7 V^Z« X^il711XlV^VXVyxA 


5883 


568467 


1681 A08 ez43 297048 


F 

A 


M00055739BH08 


T TP7 -Nnrm Cnl nn 

VJ\-^-o x> VxlXXV>\JXVJAl 


5884 


645147 


1681 C08 ez43 297050 


F 

A 


M00055742BH06 


\J V-fX"X> UilXlV^UlVXX 


5885 


447936 


1681 E08 cz43 297052 


F 


M00055744DA11 


T rr , 7-Nnrmr , n1oii 

yj vvi x^i vxxxi\_^uxvjxi 


5886 


492917 


1681 O08 ez43 297062 


F 


M00055759AB02 


UVjZi X ^( Villi V>VJivyiX 


5887 


649427 


1681 D09 ez43 297067 


F 


M00055743DD04 


UC2-NormColon 

UV^Zf X> \J1X11V_> VIVXi. 


5888 


556654 


1681 F09 sz43 297069 


F 


M00055745DF11 


UC2-NormColon 


5889 


594040 


1681 H09 ez43 297071 


F 


M00055748DC03 


UC2-NonnColoii 

17VsZ* 11 VXXIIV-'VIVIA 


5890 


488432 


1681 J09 sz43 297073 


F 


M00055751AF06 


UC2-NormColon 

V V^X< 1^1 VXX1XV>VXVXX 


5891 


641144 


1681.K09.gz43 297074 


F 


M00055752DC01 


UC2-NormColon 


5892 


550223 


1681L09ez43 297075 


F 


M00055754AE07 


UC2-NormColon 


5893 


491544 


1681 M09 ez43 297076 


F 


M00055755DC09 


UC2-NormColon 


5894 


648481 


1681 A 10 0743 297080 


F 


M00055739r-Dl 1 


T JC7 -Normrolon 

UV/i X^( VI XllV-«\JXVil 


5895 


150839 


1681 BIO0743 297081 


A 


M00055740DG1 7 


T Tr , 7-Nnrmr , o1nTi 

W i>VJXXXlV^VJXVXX 


5896 


644053 


1681 Fl 0 0743 297085 


F 

A 


M00055746A C09 


T IP2 -Norm Pnlnn 

KJ\^fZ. L \Ui XXX*^ VIWXX 


5897 

joy i 


64434? 


1681K10o743 7Q7090 


F 

A 


M0005^7S7DF01 


T IP7 -"MnrmPnlon 

A7 V/X A 1 Ul 111 V^UlWli 


5898 


419479 


1681 Cll <>743 297098 

A VO A .V/ A A .gXTT-J j^- 7 ' V70 


F 

A 


M00055742rr01 


17 1 ^1 VllllV/vAwxl 


5899 


645000 


1681 Ell oz43 297100 


F 

A 


M0 005 5 744D • F03 


1 Jr2-NormColnti 

A7V_^i 1 1 V1111V_/V1VA1 


5900 


478833 

i t OOJJ 


1681 LI 1 ez43 297107 

A V7V A .Ail A .gxVT«7 / A V / 


F 

A 


M0005 5 754 A H06 


T IP7 -NfiimPnlnn 


5901 


644684 


1681 A13 P743 797128 


F 

A 


M00055739DB17 


T Tr7-NnrmPnlnfi 

U Vi IN VXIAIV^VXVIA 


5902 


640504 

VtV J V/nr 


1681 R13 0743 297179 


F 

17 


M00055741 AD09 


TTr7-NnrmPnlnii 

UV/i X 1 VI XA1V>VAV711 


J7uJ 


46381^5 

*T V«7 OIJ 


1681 A 14 0743 707144 

A VO A .Al't.g^J / A^T 


F 


M000 5 5 73 9 TV f03 


\J V^x. X> Ul III vAylVJU 


5904 


640997 


1681 R15 ^743 297161 

AV7Q l.L»lJ,gL*tJ x> ✓ / 1U1 


F 

A 


M00055741RB12 


T IP7-NonnPnlr»n 

V7 V> Z. 1 > VI XXX \_/VlVXl 


5905 


642963 


1681 D15 Q743 797163 

A UO A .A-/ A «7 .gCrtJ * A V«7 


F 

A 


M00055744A B04 


T IP7-Nnrm Pnlnn 

\J x 1 Vx AAl y^yjLyJU. 


5906 


451508 


1681 P15 0743 297175 


F 

A 


M0005 576 1 A E06 


TJP7-NftrmPnlnn 

\J \*sZ* ll VI XAIV-' VI VA1 


5907 


644919 


1681 A16 0z43 297176 


F 

A 


M00055739DE04 


T TP2-NormPolnn 

V 1 > VJ All VI ViA 


5908 


639703 


I68IKI60743 297186 

A VO l,l\XVJ.g£. , TJ XV7 / AOU 


F 

A 


M00055753AD04 


T TP7-NnrmPnlnn 

Uv/i. 1>V1AAX\_/VXVA1 


5909 


639750 


1681 M16ffz43 297188 

1VJU X . 1VX X V .\\tiTT-j ^7/ A OO 


F 


M00055756rC03 


I IP2-NnrmPolnn 

V 1 1 VI 1 XX VI VIA 


5910 


587696 


1681F17ez43 297197 


F 


M00055746CF06 


UC2-NormColon 

yw v_/x> x 1 ui liiv/viV/u 


5911 


461917 


1681 H17 ez43 297199 


F 


M00055749BC10 


UC2-NormColon 


5912 


644510 


1681 117 sz43 297200 


F 


M00055750BH01 


UC2-NormColon 

V V> Xy X 1 VI XX 1- V VX V7XA 


5913 


526459 


1681B18ez43 297209 

X VU X • XV X »fj« fTW X**r f £*\J ^ 


F 


M00055741CA09 


UC2-NonnColon 


5914 


471277 


1681 F18 ez43 297213 


F 


M00055746C\F10 

XVlVVvJa' f lu V .X XV 


UC2-NormColon 


5915 


483042 


1681 K18 ez43 297218 

X vU X • X*. X U ' £3 ' XV ✓ 1 XV X\J 


F 


M00055753BA02 


UC2-NormColon 

Xr X 1 VX lUVVlVM 


5916 


514838 


1681.L18.gz43_297219 


F 


M00055755A:B11 


UC2-NonnColon 


5917 


643984 


1681.N18.gz43_297221 


F 


M00055757D:B05 


UC2-NormColon 


5918 


462245 


1681A19.gz43_297224 


F 


M00055740A:B03 


UC2-NonnColon 


5919 


640017 


1681.D19.gz43_297227 


F 


M00055744B:B02 


UC2-NormColon ■ 


5920 


453726 


1681.E19.gz43_297228 


F 


M00055745A:H02 


UC2-NonnColon 


5921 


644468 


1681.F19.gz43_297229 


F 


M00055746C:G06 


UC2-NonnColon 


5922 


644105 


1681.H19.gz43_297231 


F 


M00055749C:B03 


UC2-NormColon 
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SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


5923 


447485 


168 1 .K19.gz43_297234 


F 


M00055753B:A06 


UC2-NormColon 


5924 


218416 


1681.D20.gz43 297243 


F 


M00055744B:C08 


UC2-NormCo!on 


5925 


489040 


1681 ICO ez43 297247 


F 


M00055749CC04 


UC2-NormColon 


5926 


649702 


1681.J20.gz43 297249 


F 


M00055752AE10 

XTXw Ww*^ f wX*X X • 1 1/ X V/ 


UC2-NormColon 


5927 


643142 


1681.A21.gz43 297256 


F 


M00055740B:C06 


UC2-NormColon 


5928 


448251 


1681 G21 2z43 297262 

X W \J JL • \J Xrf X m fjIlT M ✓ / X*VX* 


F 


M00055748AD07 

XTXw w wfc/w r ■ \Jik« X^ w / 




5929 


644461 


1681.N21.gz43 297269 


F 


M00055758A:G02 


UC2-NormColon 


5930 


641968 


1681.P22.gz43 297287 


F 


M00055761BF09 

XTAww \JwJ+J / v AX'fl w^ 


UC2-NonnColon 


5931 


470667 


1681.E23.gz43 297292 


F 


M00055745B:H02 


UC2-NormColon 

V*/X* X " V/llUvvUJ.wAX 


5932 


644479 


1681 J23 ez43 297297 

X WW X • V M*mJ • £3 * Xrf«X * § 


F 


M00055752AG10 


UC2-NormColon 


5933 


463824 


1681A24ez43 297304 


F 


M00055740BF09 


UC2-NormColon 


5934 


389377 


1681.C24.gz43 297306 


F 


M00055743B:E01 


UC2-NormColon 

V^X* 1 1 Villi wVlVXt 


5935 


468959 


1681 E24 ez43 297308 


F 


M00055745CA06 


UC2-NonnColon 


5936 


553675 


1681 M24 ez43 297316 

X WW X « XT I / » T ig£«T*/ X# ✓ r w X w 


F 


M00055757AA07 

XT XV/ \J\J <*J *J § mJ f i 1,1 IV / 


UC2-NormColon 


5937 


449978 


1561.C01.gz43 314395 


F 


M00042344D:F03 


UC2-NormColon 


5938 


463920 


1561.G01.gz43 314399 


F 


M00042526DA05 

XTXw wV ■ Mv/iVV/X,/ • Ju X w ^/ 


UC2-NormColon 

\*J V-/X* X ^ VIXXXXV^V^XVaXX 


5939 


456267 


1561.J01.gz43 314402 


F 


M00042531B:G12 


UC2-NormColon 


5940 


459997 


1561 M01 ez43 314405 

X *y \/ X < J- ' X v X ifyTfy X ■ r ww 


F 


M00042537A:D12 


UC2«NormColon 

V/X# X ^ V/XX1X V/wlV/11 


5941 


447386 


1561 102 sz43 314417 

X w w X • X v X* >fii^ T w X ■ X * 


F 


M00042529D:D07 


UC2-NonnColon 

V-/ V^X* 1 1 vi 111 Vvl VU 


5942 


468257 


1561.K02.gz43 314419 


F 


M00042533B:F11 


UC2-NormColon 


5943 


18786 


1561.E03.gz43 314429 


F 


M00042523CH06 

X TX w w xS i X« ^/ ^/ «X Xw w 


UC2-NormCoIon 

x> V^^rf X " vl ill w\/l vll 


5944 


447494 


1561A04ez43 314441 


F 


M00042341A:D08 


UC2-NormColon 

V>/ A* X 1 ul lllV/V/lvll 


5945 


459893 


1561B04ez43 314442 


F 


M00042343BD05 


livllllVAJiUll 


5946 


462558 


1561 M04 ez43 314453 


F 


M00042537AG09 


UC2-NormColon 


5947 


458425 

\j rx**y 


1561 O04 ez43 314455 

X w X » V/ I — / w X ■ ■ ^ w 


F 


M00042541A-B07 


UC2-NormColon 


5948 


249178 


1561 C05 ez43 314459 


F 


M00042345BA05 


UC2-NormColon 


5949 


462815 


1561 J05 ez43 314466 


F 


M00042531DG08 




5950 


417291 


1561 K05 gz43 314467 

X w w X • x^v/ w/ i u*j i *y w x i rw / 


F 


M00042533CF04 

XTX W W w 1 w W 7 V_y • X w 1 , 


UC2«NormColon 

W V^/-x— ' 11 VllUwVlVil 


5951 


463341 


1561 M05 ez43 314469 


F 


M00042537A'H04 

XTX w w w a^dfarw w / X lillv I 


UC2-NormColon 

V*/ \m/J** X T vl ill w Vi VIA 


5952 


447868 


1561 A06 ez43 314473 


F 


M00042341AH04 

XTX W w\/T^X#w~ Xw 


UC2-NonnColon 


5953 


461653 


1561 B06 ez43 314474 


F 


M00042343BF12 

XTX V/ v# x/ TX^ »J Y *J x^ « x x x* 


UC2-NorrnColon 

^/X* X T VI 1 11 w VI vn 


5954 


465127 


1561 K06cz43 314483 

X w V X tfifcTT *r XT r w w 


F 


M00042533DB05 

XTXw w V/ TX« w k/X/ «X^\/ w 


UC2-NormColon 

V/ X 1 V/X 111W1WU 


5955 


460246 


1561N06ez43 314486 


F 


M00042539BD09 


UC2-NormColon 


5956 


33139 


1561 O06 ez43 314487 

X *y w X * w w * [yd i w w X I T w / 


F 


M00042541AE06 

XTXV/ w w l^w/ T XX X.*X^w w 


UC2-NonnColon 


5957 


457508 


1561N07gz43 314502 


F 


M00042539CA04 


UC2-NormColon 


5958 


461917 


1561.B09.gz43_314522 


F 


M00042343D:F08 


UC2-NormColon 


5959 


447568 


1561.H09.gz43J14528 


F 


M00042528D:D09 


UC2-NormColon 


5960 


467094 


1561J09.gz43_314530 


F 


M00042532A:D08 


UC2-NonnColon 


5961 


447087 


1561.N09.gz43_314534 


F 


M00042539CJI08 


UC2-NonnColon 


5962 


458419 


1561.O09.gz43J14535 


F 


M00042541B:B05 


UC2-NormColon 


5963 


446952 


1561.D10.gz43J14540 


F 


M00042522C:H10 


UC2-NomColon 


5964 


470513 


1561.H10.gz43__314544 


F 


M00042528DJi03 


UC2-NormColoB 
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ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


5965 


459974 


1561.M10.gz43_314549 


F 


M00042537C.D04 


UC2-NonnColon 

X 1 v/x U1WV1VU 


5966 


1454 


1561. N10.gz43_3 14550 


F 


M00042539DA04 


UC2-NonnColon 

X ^ WAXAX^/VXV/XX 


5967 


464510 


1561.Dll.gz43_3 14556 


F 


M00042522D:A08 


UC2-NonnColon 

X l V4 lit. V/ VlwAi 


5968 


457846 


156LG1 l.gz43_3 14559 


F 


M00042527BB01 


UC2-NormColon 

^*/x* 1 1 \/i ill wv/iv/JJl 


5969 


15296 


1561.Ill.gz43 314561 


F 


M00042530CH02 


UC2-NormColon 


5970 


446578 


1561.C12.gz43 314571 


F 


M00042345D:D04 


UC2-NonnColon 

V-/ %,#hX> X 1 vl UAV/viVfJJl 


5971 


463086 


1561.F12.gz43 314574 


F 


M00042525CH07 


UC2-NormColon 

V/V*« 1 ^ Villi V/V/lUli 


5972 


464287 


1561. 112.gz43_3 14577 


F 


M00042530D:A02 


UC2-NoimColon 

V^X# 1 1 viUlVVvlVflA 


5973 


447805 


1561A14ez43 314601 


F 


M00042341D-G11 

X'X W W 1 A*/ . V* X X 


UC2-NormColon 

\j v>x# x i vi xxx wviv/u 


5974 


446188 


1561 G14ez43 314607 

X w V/ X • VJ 1 » » n V# w 9 


F 


M00042527CA10 


UC2-NonnColon 

V-/ V^<£> X 1 UllllV^V/lUll 


5975 


468565 


1561 114ez43 314609 


F 


M00042530DF09 


UC2-NormColon 

WV-*x» X^WlXlXVyvfXVxLX 


5976 


470600 

V i V/ V/ \I \J 


1561 J14 ez43 314610 


F 


M00042532AH03 


UC2-NomiColon 

W V>x« X ^\JX1XX\^\JX\J1X 


5977 


457772 


1561 A15 sz43 314617 


F 


M00042342AB04 


UC2-NonnColon 


5978 


446383 


1561 E15 ez43 314621 

X *J \J X , X-l X ~J , fciX*T <J «^ X TUiil 


F 


M00042524CC12 


V> ^ 1 1 VJ1 XXXV^V/X\JlX 


5979 


446673 


1561 F15 ez43 314622 


F 


M00042525DE01 


UC2-NormColon 

Vx\-//C» X^UlXXXV^x/XWXl 


5980 


462779 


156LL15.gz43 314628 


F 


M00042536B:G08 


UC2-NormColon 

Vi/ V>/X» X 1 V>1 11X V> V/XV/1X 


5981 


446289 


1561 C16ez43 314635 

x *#/ v x • x^ x x/ f jjtrf i ■/ x i %y ^/ w 


F 


M00042521AE10 


UC2-NormColon 

V>X- X i V/l iiivyvivu 


5982 


458146 


1561 K16gz43 314643 


F 


M00042534B-B08 


UC2-NormColon 

V>/X« HvJllllV/VlvU 


5983 


447690 


1561 L16ez43 314644 


F 


M00042536CA06 


UC2-NonnColon 


5984 


452888 


1561N16ez43 314646 


F 


M00042540BB03 


UC2-NomiColon 

V-/ V/b X 1 Vl 111 VI Vll 


5985 


461327 


1561B17ez43 314650* 


F 


M00042344BF02 

ITlvvv I4»J 1 1 X^ » X vX> 


UC2-NonnColon 

\»S V</X< X l vl lllvVlVU 


5986 


456958 


1561 E17ez43 314653 


F 


M00042524DA10 


UC2-NormColon 

' WX< llUi lllx/VlVll 


5987 


467901 


1561 F17ez43 314654 


F 


M00042526AE10 

1TAVVV *«AJ X w 


UC2-NormColon 


5988 


459981 


1561 K17 sz43 314659 


F 


M00042534BD06 


UC2-NormColon 


5989 


457218 


1561N17ez43 314662 


F 


M00042540CA12 


UC2-NormColon 

V> \s £~ l\KJl I ILV^/^/lWll 


5990 


463008 


1561 A18 ez43 314665 


F 


M00042342CH03 


UC2-NormColon 

V-/ x^X» X l VI UlvVlVU 


5991 


446341 


1561 L18 ez43 314676 


F 


M00042536CB03 


UC2 -NormColon 

' x i vi xix Vv' vivii 


5992 


446389 


1561 018 ez43 314679 


F 


M00042542AC11 

XTX UUUTi^TW X* V/ X X 


UC2~NormColon 

v^V^X« 1 i VI ill vvl VIZ . 


5993 


447096 


1561 P18 ez43 314680 


F 


M00042543B-H12 


UC2~NormColon 


5994 


446984 


1561 B19ez43 314682 


F 


M00042344BH12 

IT XV* Vf V/ « X* •/ TT^/ «X X X X# 


UC2-NormColon 

*-/ V^X* 1 ^ VI UlvVlVU 


5995 


468767 


1561 F19 ez43 314686 

X .^t<i«/ J17UOU 


F 


M00042526A*F11 


vVii x 1 vxlltVvVSlvU 


5996 


467884 


1561 H19 ez43 314688 


F 


M00042529BE03 


T Jn^-MnrmCnl nn 

vv*< x^l vlllXV^V71VXl 


5997 


459881 


1561 A20 ffz43 314697 


F 


M00042342DD03 

1HUUUTLJ ii. X^ . XV V/ 


UC2-NonnColon 

V-/X» 1^1 VllUvvivU 


5998 


447027 


1561 D20 2z43 314700 


F 


M00042523BH01 


TJC2 -Norm Colon 

W V>X« vlillV^vflWXX 


5999 


447380 


1561 F20 ez43 314702 


F 


M00042526BC12 

xvx\j\j\j~£*-j£,\jxj. Vp/ x x» 


UC2-NormColon 


6000 


446304 


1561.021.gz43_314727 


F 


M00042542B:B01 


UC2«NonnColon ; 


6001 


447072 


1561.C22.gz43_314731 


F 


M00042521D:G09 


UC2-NonnColon 


6002 


379335 


1561.122.gz43_314737 


F 


M00042531B:D12 


UC2-NormColon 


6003 


228873 


1561. L22.gz43 _3 14740 


F 


M00042537A:A07 


UC2-NonnColon 


6004 


446663 


1561.D23.gz43_314748 


F 


M00042523C:E08 


UC2-NormColon 


6005 


464791 


1561.F23.gz43_314750 


F 


M00042526C:B12 


UC2-NormColon 


6006 


446595 


1561.K23.gz43 314755 


F 


M00042534D:D10 


UC2-NormColon 
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SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


6007 


446439 


1561.023.gz43_314759 


F 


M00042542B:C11 


UC2-NonnColon 


6008 


458979 


1561.A24.gz43_314761 


F 


M00042343A.C05 


UC2-NonnColon 


6009 


446620 


1561.C24.gz43_314763 


F 


M00042522A:A05 


UC2-NormColon 


6010 


452507 


1561.F24.gz43_314766 


F 


M00042526D:A02 


UC2-NormColon 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1 


AJ251957 


Ciona intestinalis mRNA for nuclear lamin (lamin L2 gene) 


2.2 


2 


AF133812 


Strongylocentrotus pallidus isolate pR31 bindin gene, partial cds 


0.88 


3 


AF051651 


Homo sapiens squalene synthase gene, intron 3, 5 1 end 


0.0001 1 


4 


NM 016701 


Mus musculus nestin (Nes), mRNA 


0.24 


5 


Y09000 


Rnorvegicus mRNA for dendrin 


0.11 


6 


U67519 


Methanococxms jannaschii section 61 of 150 of the complete genome 


6.1 


7 


AK005889 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone: 17000 12B08, full insert sequence 


e-139 


8 


AB029343 


Homo sapiens HCR (a-helix coiled-coil rod homologue) gene, 
complete cds 


0.023 


9 


AB017505 


Homo sapiens mRNA for Nori-2p, complete cds 


0 


10 


AY024246 


Oryza sativa microsatellite MRG6571 containing (TCTA)X6, 
genomic sequence 


6.3 


11 


U32309 


Acipenser fulvescens Afl4 cytochrome b gene, partial cds, tRNA-Thr, 
tRNA-Pro and partial D-loop, mitochondrial genes encoding 
mitochondrial products 


6.3 


12 


XM_046070 


Homo sapiens KIAA0853 protein (KIAA0853), mRNA 


3E-48 


13 


AK001945 


Homo sapiens cDNA FLJ1 1083 fis, clone PLACE1005232 


2.2 


14 


AF1 11457 


Meleagris gallopavo clone TUCA1 141 microsatellite sequence 


0.076 


15 


AK018499 


Mus musculus adult male colon cDNA, RIKEN full-length enriched 
library, clone:9030409O13, full insert sequence 


0 


16 


AE002648 


Drosophila melanogaster genomic scaffold 142000013385436, 
complete sequence 


2.2 


17 


AC001011 


Homo sapiens (subclone l_e5 from PI H43) DNA sequence, complete 

sequence 


0.003 


18 


XM 039942 


Homo sapiens Meis (mouse) homolog 3 (MEIS3), mRNA 


0.75 


19 


AF099003 


Caenorhabditis elegans cosmid Y59C2A 


0.75 


20 


U92972 


Mus musculus protease-activated receptor 3 (PAR3) mRNA, complete 

cds 


0.08 


21 


AE003935 


Xylella fastidiosa 9a5c, section 81 of 229 of the complete genome 


0.067 


22 


AB031009 


Homo sapiens DNA, MHC class I CL region, 7. 1 ancestral haplotype 


0.019 


23 


X94207 


H.sapiens TPR gene (1365bp) 


4.8 


24 


AK025678 


Homo sapiens cDNA: FU22025 fis, clone HEP08518 


• 2.2 


25 


AK014552 


Mus musculus 0 day neonate skin cDNA, RIKEN full-length enriched 
library, clone:4632404O06, full insert sequence 


e-176 


26 


XM_044013 


Homo sapiens kinesin-like protein 2 (hklp2), mRNA 


0 


27 


NM_032993 


Homo sapiens nucleolar protein family A, member 1 (H/ACA small 
nucleolar RNPs) (NOLA1), transcript variant 2, mRNA 


4E-50 


28 


NM 032315 


Homo sapiens hypothetical protein MGG4399 (MGC4399), mRNA 


0 


29 


AK020701 


Mus musculus 6 days neonate skin cDNA, RIKEN full-length 
enriched library, clone: A030009B12, foil insert sequence 


0.0000002 


30 


AK021717 


Homo sapiens cDNA FIJI 1655 fis, clone HEMBA1004554 


0 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


31 


AL5 12453 


Human DNA sequence from clone CTC-1516K22 on chromosome 6, 
complete sequence [Homo sapiens] 


0 00004 


32 


XM 005034 


Homo sapiens hypothetical protein FU1051 1 (FEJ10511), mRNA 


2E-22 


33 


AF3 18896 


Cricetulus eriseus beta-L4-ealactosvltransferase 1 rtjeta4GralT-n 

mRNA, complete cds 6 


0.78 


34 


D29757 


Human gene for cytochrome P-450 aromatase, exon 1 (brain specific) 


3E-24 


35 


AJ311520 


Ostreopsis ovata 5.8S rRNA gene, internal transcribed spacer 1 (TTS1) 
and internal transcribed spacer 2 (TTS2), strain Al 


0.79 


36 


XM 038521 


Homo sapiens phosphatidylserine decarboxylase (PISD), mRNA 


0 


37 


AK023043 


Homo sapiens cDNA FLJ12981 fis, clone NT2RP2006454 


3E-96 


38 


XM 045520 


Homo sapiens KIAA1595 protein (KIAA1595), mRNA 


4E-16 


39 


AB017505 


Homo sapiens mRNA for Nori-2p, complete cds 


0 


40 


AK002682 


Mus musculus adult male kidney cDNA, RDCEN full-length enriched 
library, clone:0610027B03, full insert sequence 


e-138 


41 


NC001712 


Locusta migratoria mitochondrion, complete genome 


0.009 


42 


AL512453 


Human DNA sequence from clone CTC-1516K22 on chromosome 6, 
complete sequence [Homo sapiens] 


0.00001 


43 


AK002682 


Mus musculus adult male kidney cDNA, RIKEN full-length enriched 
library, clone:0610027B03, full insert sequence 


e-125 


44 


XM 039088 


Homo sapiens KIAA0914 gene product (KIAA0914), mRNA 


0.76 


45 


U30291 


Schistosoma mansoni synaptobrevin-like protein gene, exon 2 and 
partial cds 


0.69 


46 


XM 052543 


Homo sapiens mitochondrial ribosomal protein L42 (MRPL42), 
mRNA 


1E-26 


47 


AK026225 


Homo sapiens cDNA: FLJ22572 lis, clone HSI02313 


0.0008 


48 


XMJM3007 


Homo sapiens hypothetical gene supported by AK021969 
(LOC92132), mRNA 


1E-99 


49 


M18824 


P.faciparum S antigen gene, complete cds 


0.003 


50 


XM 009311 


Homo sapiens 2dnc finger protein 304 (ZNF304), mRNA 


0.003 


51 i 


AK026697 


Homo sapiens cDNA: FLJ23044 fis, clone LNG02454 


o 


52 


XM 035597 


Homo sapiens hypothetical protein AF140225 (AF140225), mRNA 


1E-98 


53 


U81366 


Plasmid Rtsl killer protein and antidote protein genes, complete cds 


0.26 


54 


U28921 


Phaseolus vulgaris ATPase gamma subunit mRNA, nuclear gene 
encoding mitochondrial protein, partial cds 


0.27 


55 


AF305083 


Homo sapiens alpha(l,3)-fucosylrransferase IV (FUTTV) gene, 3* UTR 


0.031 


56 


D29757 


Human gene for cytochrome P-450 aromatase, exon 1 (brain specific) 


7E-20 


57 


XM_038048 


Homo sapiens similar to APICAL ENDOSOMAL GLYCOPROTEIN 
PRECURSOR (R. norvegicus) (LOC91372), mRNA 


0.0004 


58 


AK026860 


Homo sapiens cDNA: FLJ23207 fis, clone ADSE00968 


8E-12 



218 



WO 02/14500 



PCT/US01/25840 





Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


59 


BC010849 


Homo sapiens, Similar to hypothetical protein FLJ20561, clone 
MGC:8851 IMAGE:3878776, mRNA, complete cds 


0 


| 60 


XMJ)36092 


Homo sapiens signal recognition particle 68kD (SRP68), mRNA 


0 


61 


XM 003184 


Homo sapiens zinc finger protein ANC_2H01 (LOC51193), mRNA 


0 


63 


Z49806 


B.taurus mRNA for adenylyl cyclase type VII 


6.8 


64 


XM 048858 


Homo sapiens hypothetical protein FLJ23384 (FLJ23384), mRNA 


0 


65 


NM 032315 


Homo sapiens hypothetical protein MGC4399 (MGC4399), mRNA 


0 


66 


AB057594 


Homo sapiens GSTT1 gene for glutathione S-transferase TT1, 
complete cds 


3E-69 


67 


XM_035597 


Homo sapiens hypothetical protein AF140225 (AF140225), mRNA 


2E-75 


68 


XM 035597 


Homo sapiens hypothetical protein AF140225 (AF140225), mRNA 


1E-71 


69 


AB017505 


Homo sapiens mRNA for Nori-2p, complete cds 


0 


70 


AK010143 


Mus musculus adult male tongue cDNA, RIKEN full-length enriched 
library, clone:2310074B19, full insert sequence 


1.7 


71 


AK008666 


Mus musculus adult male stomach cDNA, RKEN full-length 
enriched library, clone:22 10008 A03, full insert sequence 


e-173 


72 


L18785 


Plasmodium falciparum DNA polymerase alpha gene, complete cds 


0.007 


73 


XM_003327 


Homo sapiens hypothetical protein FLJ10858 (FLJ10858), mRNA 


0 


74 


AK004786 


Mus musculus adult male lung cDNA, RKEN full-length enriched \ 
library, clone: 12000 15F23, full insert sequence ! 


2E-11 


75 


Z29969 


E.histolytica plasmid genes for ribosomal RNA and hemolysins 
HLY1, HLY5mcl HLY5mc2 HLY4 


0.028 


76 


AK024945 


Homo sapiens cDNA: FLJ21292 fis, clone COL01969 


0 


77 


Y15931 


Homo sapiens CTNS gene, exon 10 and flanking intronic regions 


0.78 


78 


BC000610 


Homo sapiens, hypothetical protein FLJ10986, clone MGC:908 
IMAGE:3347108, mRNA, complete cds 


0 


79 


XM 050424 


Homo sapiens KIAA1244 protein (KIAA1244), mRNA 


0.75 j 


80 


NC_001807 


Human mitochondrion, complete genome 


1E-36 


81 


AF360266 


Arabidopsis thaliana unknown protein (F28C1 1.8) mRNA, complete 
cds 


6.8 


82 


BC000225 


Homo sapiens, Similar to hypothetical protein FLJ10656, clone 
IMAGE:3350951, mRNA 


o 


83 


XM 034107 


Homo sapiens hypothetical protein FLJ20758 (FU20758), mRNA 


7E-32 


84 


AF305816 


Homo sapiens PRO0633 mRNA, complete cds 


0.67 


85 


AF196678 


HIV-1 isolate 96RW34 from Rwanda, gag protein (gag) gene, partial 
cds 


2.1 


86 


AK024927 


Homo sapiens cDNA: FLJ21274 fis, clone COLO 1781 


6E-75 


87 


X77394 


P.philodendra mitochondrial DNA repeat unit 


0.23 
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SEQID 
NO 


ACCESSN 


DESCRJP 


P VALUE 


88 


U41203 


Human short tandem repeat polymorphism UM32, D17S1333 


0.0001 


89 


AC015937 


Homo sapiens chromosome 17, clone CTD-2542F12, complete 
sequence 


0.65 


90 


AF245117 


Mus musculus leukocyte cell-surface molecule (Ly9) gene, exon 1 


0.74 


91 


XM001412 


Homo sapiens metal-regulatory transcription factor 1 (MTF1), mRNA 


2E-50 


92 


AE006690 


Sulfolobus solfataricus section 49 of 272 of the complete genome 


0.26 


93 


AJ292466 


Homo sapiens mRNA for WDR9 protein (WDR9 gene), form B 


9E-44 


94 


NM_013983 


Homo sapiens neuregulin 2 (NRG2), transcript variant 4, mRNA 


0.27 


95 


J01390 


Emericella nidulans mtDNA between h2/h5 and bh2/b2 junctions, 
genes for ATPase subunit 6, cytochrome oxidase subunit 3, seven, 
unidentified proteins, twentyfour tRNA's and L-rRNA 


2.2 


96 


AP000384 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone:MCE21 


0.22 


97 


AE001397 


Plasmodium falciparum chromosome 2, section 34 of 73 of the 
complete sequence 


2.4 


98 


AE000192 


Escherichia coli K12 MG1655 section 82 of 400 of the complete 
genome 


0.003 


99 


AF3 16828 


Schistosoma mansoni zinc finger protein SmZFl gene, complete cds 


1.7 


100 


BC007942 


TTnmo ^flnien^ nucleolar antoantifren f55kD^ similar tn rat 
synaptonemal complex protein, clone MGC: 14267 IMAGE:4130726, 
mRNA, complete cds 


2E-59 


101 


L35301 


Homo sapiens nucleoside diphsophate kinase A (nm23-Hl) gene 
fragment 


0.003 


102 


AF114927 


Saccharomyces pastorianus CBS 1538 small subunit ribosomal RNA 
gene, mitochondrial gene for mitochondrial RNA, complete sequence 


0.27 


103 


AF299248 


Drosophila melanogaster talin mRNA, complete cds 


1.8 


104 


BC003191 


Homo sapiens, GL004 protein, clone MGC895 IMAGE:3502929, 
mRNA, complete cds 


2E-10 


105 


U29926 


Human AMP Hfiarmnase gfine exon 14 a n <* 15 flT1f 1 
complete cds 


0.06 


106 


BC003191 


Homo sapiens, GL004 protein, clone MGC: 895 IMAGE:3 502929, 
mRNA, complete cds 


0 


107 


AK022127 


Homo sapiens cDNA FLJ12065 fis, clone HEMBB1002249 


0.0008 


108 


D16360 


Human DNA for plasma glutathione peroxidase, exon 1 


0.091 


109 


AK014138 


Mus musculus 13 days embryo head cDNA, RJKEN full-length 
enriched library, clone:3 1 10038A11, full insert sequence 


6 


110 


XM 006914 


Homo sapiens cold shock domain protein A (CSD A), mRNA 


0.079 


111 


U31283 


Mesotaenium caldariorum clone mesphyla phytochrome gene, partial 
cds, exons 4 through 10 


0.56 


112 


XM 049935 


Homo sapiens hypothetical protein FLJ14950 (FU14950), mRNA 


0 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


i 113 


AE001329 


Chlamydia trachomatis section 56 of 87 of the complete genome 


0.75 


114 


XM 037830 


Homo sapiens OLF-1/EBF associated zinc finger gene (KIAA0760), 
mRNA 


0.25 


115 


AE006368 


Lactococcus lactis subsp. lactis IL1403 section 130 of 218 of the 
complete genome 


0.0003 


116 


XM 049935 


Homo sapiens hypothetical protein FLJ14950 (FU14950), mRNA 


0 


117 


XM 032533 


Homo sapiens hypothetical protein FLJ12787 (FLJ12787), mRNA 


0 


118 


AJ309861 


Homo sapiens partial mRNA for putative protein kinase WNK4 
(PRKWNK4gene) 


9E-76 


119 


BC005173 


Homo sapiens, KIAA0255 gene product, clone IMAGE:3507918, 
mRNA 


2E-38 


120 


AF068758 


Drosophila melanogaster SIR2 (Sir2) mRNA, complete cds 


0.083 


121 


AK017307 


Mus museums 6 days neonate head cDNA, RKEN full-length 
enriched library, clone:5430414B19, full insert sequence 


0.003 


122 


XM 036208 


Homo sapiens sphingosine kinase 1 (SPHK1), mRNA 


2.1 


123 


XM 039960 


Homo sapiens PC3-96 protein (PC3-96), mRNA 


0 


124 


XMJ)39306 


Homo sapiens hypothetical protein FLJ20400 (FLJ20400), mRNA 


0.08 


125 


XMJ)49935 


Homo sapiens hypothetical protein FLJ14950 (FLJ14950), mRNA 


0 


126 


AE006080 


Pasteurella multocida PM70 section 47 of 204 of the complete genome 


2.1 


127 


XM_009518 


Homo sapiens WNT1 inducible signaling pathway protein 2 (WISP2), 
mRNA ! 


0.16 


128 


U36263 


Homo sapiens beta-prime-adaptin (AP1B1) gene, exon 15 


0.022 


129 


AF267996 


Homo sapiens muscle-specific protein (C4orf5) gene, intron 3 


0.34 


130 


AF131859 


Homo sapiens clone 24923 mRNA sequence 


1.8 


131 


L48479 1 


Homo sapiens (subclone 6_hl from PI H21) DNA sequence 


0.01 


132 


XM018317 


Homo sapiens ubiquitination factor E4B (homologous to yeast UFD2) 
(UBE4B), mRNA 


1.6 


133 


XM_008267 


Homo sapiens solute carrier family 16 (monocarboxylic acid 
transporters), member 6 (SLC16A6), mRNA 


0.23 ' 


134 


AF162923 


Beet soil-borne virus RNA3 isolate 6b 22K protein gene, partial cds 


6.6 


135 


NMJU0053 


Mus museums distal-less homeobox 1 (Dlxl), mRNA 


2.5 


136 


AF257303 


Mus museums ^yriaptotagmin II (Syt2) gene, complete cds 


0.85 


137 


Z92837 


Caenorhabditis elegans cosmid R03E1, complete sequence 


0.027 


138 


AF258528 


Loligo pealei phospholipase C mRNA, complete cds 


0.74 


139 


M65252 


Bacillus thuringiensis alesti delta endotoxin gene, complete cds 


0.075 


140 


M14954 


D.melanogaster (W-IR1 mutation) I factor DNA, complete cds 


0.053 


141 


Z48636 


C.novyi gene for alpha-toxin 


0.026 


142 


XM_036491 


Homo sapiens hypothetical protein MGC3771 (MGC3771), mRNA 


0.002 



221 



WO 02/14500 



PCT/US01/25840 





Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


143 


AK020198 


Mus musculus 15 days embryo male testis cDNA, RJKEN full-length 
enriched library, clone:8030442B05, full insert sequence 


0.53 


144 


AJ404228 


Saccharomyoes douglasii mitochondrial tRNA gene cluster 


0.022 


145 


AJ297708 


Rattus norvegicus RT6 gene for T cell differentiation marker RT6.2, 
exons 1-8 


0.024 


146 


AK026697 


Homo sapiens cDNA: FLJ23044 fis, clone LNG02454 


1.9 


147 


AE001370 


Plasmodium falciparum chromosome 2, section 7 of 73 of the 
complete sequence 


0.017 


148 


AF325208 


Acetabularia acetabulum nicotinamide nucleotide transhydrogenase 
(Nnt) gene, exons 6, 7, 8, and complete cds 


5.2 


149 


L78770 


Homo sapiens (subclone 1JT7 from PI H43) DNA sequence 


0.068 


150 


AF182214 


Glycine max glutamine synthetase gamma 2 subunit gene, 5 f -flanking 
region and partial cds 


0.2 


151 


AF359513 


Lolium rigidum clone LR1 acetyl-CoA carboxylase mRNA, partial 
cds; nuclear gene for plastid product 


0.2 


152 


AE004798 


Pseudomonas aeruginosa PA01, section 359 of 529 of the complete 
genome 


2.6 


153 


NM 021699 


Rattus norvegicus serine/threonine kinase (LOC60328), mRNA 


1.8 


154 


XM 040539 


Homo sapiens interphotoreceptor matrix proteoglycan 200 
(SPACRCAN), mRNA 


2.3 


155 


AE006894 


Sulfolobus solfataricus section 253 of 272 of the complete genome 


0.027 


156 


Y14603 


Erwinia amylovora srlA, srlE, srlB, srlD, srlM and srlR genes 


0.8 


157 


AF181720 


Homo sapiens RU2AS (RU2) gene, complete cds; and RU2S.(RU2) 
gene, partial cds 


0.051 


158 


XM 043815 


Homo sapiens hypothetical protein FLJ21736 (FLJ21736), mRNA 


1.1 


159 


AE006059 


Pasteurella multocida PM70 section 26 of 204 of the complete genome 


1.6 


160 


AF151097 


Homo sapiens voltage-dependent anion channel (VDAC1) gene, 
exons 8 and 9 and complete cds 


0.074 


161 


AF165136 


Mycoplasma mycoides mycoides LC hypothetical surface located 
membrane protein and lipoprotein B precursor (lppB) genes, partial 
cds 


0.23 1 


162 


XM 016392 


Homo sapiens hypothetical protein FLJ12768 (FLJ12768), mRNA 


2.1 


163 


AF170544 


Magnaporthe grisea vacuolar-ATPase (VATP) mRNA, complete cds 


0.15 


164 


AY045680 


Arabidopsis thaliana Atlg08350/T27G7__4 mRNA, complete cds 


0.009 


165 


AF285100 


Bos taurus lysophosphatidic acid acyltransfesrase gene, complete cds 


1.6 


166 


AF194170 


Dictyostelium discoideum cudA protein gene, promoter sequence and 
partial cds 


0.039 


167 


AF242446 


Homo sapiens LINE-1 insertion dimorphism LID-3 empty site 
sequence 


0.043 
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168 


AF084196 


Pan troglodytes gamma-aminobutyric acid receptor A5 subunit 
duplicated gene, 5TJTR region 


0.88 


169 


AK021754 


Homo sapiens cDNA FLJ11692 fis, clone HEMBA1004983 


0 


170 


AE006002 


Caulobacter crescentus section 328 of 359 of the complete genome 


1.6 


171 ! 


AL096734 


Homo sapiens mRNA; cDNA DKFZp434M01 1 (from clone 
DKFZp434M011) 


0.015 


172 


AF251351 


Homo sapiens 2 , -5 , oligoadenylate synthetase 3 (OAS3) gene, promoter 
region 


2.7 


173 


AF061244 


Agrocybe aegerita B type DNA polymerase (Mtpol) gene, complete 
cds; tRNA-Asn gene, complete sequence; and unknown genes, 
mitochondrial genes for mitochondrial products 


0.0006 


174 


X95275 


P.falciparum complete gene map of plastid-like DNA (IR-A) 


0.1 


176 


M88599 


Entamoeba histolytica P-glycoprotein-1 (pgpl) gene, complete cds 


0.12 


177 


AY019624 


Oryza sativa microsatellite MRG1949 containing (AT)X40, closest to 
marker R1167, genomic sequence 


0.017 


178 


NM_026040 


Mus musculus RIKEN cDNA 2810036K01 gene (2810036X0^), 
mRNA 


e-101 


179 


AL162040 


Homo sapiens mRNA; cDNA DKFZp434N199 (from clone 
DKFZp434N199) 


e-152 


180 


AJ295190 


Human coxsackievirus Al 1 genomic RNA for partial polyprotein 
gene, isolate VR-169, ATCC 


1.5 


181 1 


AJ298684 


Phylloxera sp. MBLM2 mitochondrial ATP6 gene for ATP synthase A 
chain subunit 6 


0.51 


183 


AF268064 


Candidates Carsonella ruddii natural-host Calophya schini RNA 
polymerase beta subunit (rpoB) and RNA polymerase beta-prime 
subunit (rpoC) genes, partial cds 


0.012 


i 184 


U27374 


Human Menkes disease gene (ATP7A), exon 16 


0.51 . 


185 


D10767 


Epizootic haemorrhagic disease virus serotype 1 (EHDV-1) gene 
encoding VP2 protein 


0.049 


186 


AJ002256 


Mus musculus minisatellite tandem repeat (MMS73) 


0.058 


187 


AB007546 


Homo sapiens gene for LECT2, complete cds 


2E-11 


188 


AF254573 . 


Cricetulus griseus origin recognition complex subunit 2 mRNA, 
complete cds 


0.57 


189 


AK024903 


Homo sapiens cDNA: FLJ21250 fis, clone COLO 1253, highly similar 
to AB020527 Homo sapiens mRNA for Na/P04 cotransporter 
homolog 


e-135 


190 


AF359513 


Lolium rigidum clone LR1 acetyl-CoA carboxylase mRNA, partial 
cds; nuclear gene for plastid product 


0.15 


191 


AJ237585 


Mus musculus mRNA for hypothetical protein expressed in 
thymocytes (clone MFT.M05.13/MTA310.066), partial 


4.4 


192 


AF233591 


Mus musculus son-of-sevenless 1 (Sosl) gene, partial cds 


0.52 


193 


X81190 


M. musculus DNA flanking site of transgene insertion 


4.8 


194 


AF232246 


Tetrahymena thermophila clone Hrl Int integrase-like protein gene, 
complete cds 


0.53 
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195 


AB034969 


Thermococcus sp. B1001 cgtB, cgtA, cgtC, cgtD, cgtE genes for 
cyclomaltodextrinase, cyclomaltodextrin glucanotransferase, 
cyclomaltodextrin binding protein, cyclomaltodextrin transport 
membrane protein, complete cds 


1.8 


196 


U95885 


Ixodes granulates 16S ribosomal RNA gene, mitochondrial gene for 
mitochondrial RNA, partial sequence 


0.048 


198 


XM 016002 


Homo sapiens LOC88174 (LOC88174), mRNA 


4 


199 


AC091698 


Homo sapiens clone RP11-596J6, complete sequence 


0.000003 


200 


Z99763 


Flaveria pringlei gdcsH gene 


0.02 


201 


AB048873 


Macaca fascicularis brain cDNA, clone:QnpA-10763 


0.053 


202 


AF286367 


Homo sapiens HMGIY gene, promoter 


0.007 


203 


AB029073 


Mus musculus Kkm gene for Ser/Thr kinase KKIAMRE, exon 13, 14, 
and complete cds 


3.9 


204 


AF262582 


Dolichorhinotermes sp. "Manaus' 16S mitochondrial ribosomal RNA 
gene, partial sequence; mitochondrial gene for mitochondrial product 


0.045 


205 


AL360005 


Human DNA sequence from clone RP1 1-436H17 on chromosome 
Xq26. 1-27.1, complete sequence [Homo sapiens] 


0.16 


206 


NM 019054 


Homo sapiens hypothetical protein MGC5560 (MGC5560), mRNA 


9E-35 


207 


AK014626 


Mus musculus 10 days neonate skin cDNA, RIKEN full-length 
enriched library, clone:4731413G05, foil insert sequence 


0.82 


208 


AK027128 


Homo sapiens cDNA: FLJ23475 fis, clone HSI13659 


0.021 


209 


J00778 


Rat pancreatic trypsin I gene, complete cds 


0.016 


210 


D49412 


Human gene for interleukin 3 receptor alpha subunit, exon 1 1 


0.067 


211 


AY045578 


Arabidopsis thaliana AT4g37000/C7A10_360 mRNA, complete cds 


2 


213 


AJ011013 


Cicer arietinum epicotyl EST, clone Canl33 


4.7 


214 


XM_008731 


Homo sapiens meprin A, beta (MEP1B), mRNA 


5.6 


215 


AL023830 


Caenorhabditis elegans cosmid Y26E6A, complete sequence 


0.084 


216 


AK027136 


Homo sapiens cDNA: FLJ23483 fis, clone KAIA04052 


6.6 


217 


U03554 


Bacillus thuringiensis morrisoni EG2158 transposon Tn5401 site- 
specific recombinase (tnpl) and transposase (tpnA) genes, complete 
cds 


0.46 


218 


XM 043584 


Homo sapiens ankyrin repeat and SOCS box-containing 1 (ASB1), 
mRNA 


2.2 


219 


AE001177 


Borrelia burgdorferi (section 63 of 70) of the complete genome 


0.094 


220 


AK018148 


Mus musculus adult male medulla oblongata cDNA, RIKEN full- 
length enriched library, clone:6330408Pll, full insert sequence 


1.6 


221 


AF271148 


Botiyosphaeria ribis isolate 96-131 small subunit ribosomal RNA 
gene, partial sequence; mitochondrial gene for mitochondrial product 


0.65 


222 


XMJ)08090 


Homo sapiens KIAA0419 gene product (KIAA0419), mRNA 


0.25 


223 


Z54541 


Rsapiens CpG island DNA genomic Msel fragment, clone 132cll, 
forward read cpgl32cl Lftlb 


6.4 
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225 


XMJH2689 


Homo sapiens fasciculation and elongation protein zeta 2 (zygin II) 
(FEZ2), mRNA 


0.69 


226 


AF3 17083 


Anoplostoma viviparum isolate BrhlO large subunit ribosomal RNA 
gene, partial sequence; mitochondrial gene for mitochondrial product 


0.22 


227 


AE006436 


Lactococcus lactis subsp. lactis IL1403 section 198 of 218 of the 
complete genome 


0.029 


228 


AK027535 


Homo sapiens cDNA FLJ14629 fis, clone NT2RP2000448, weakly 
similar to KES1 PROTEIN 


7E-76 


229 


BC004209 


Homo sapiens, NIMA (never in mitosis gene a)-related kinase 6, clone 
MGC:4434 IMAGE:2958695, mRNA, complete cds 


3E-36 


230 


AC002183 


Homo sapiens (subclone 2_h8 from B AC Hill) DNA sequence, 
complete sequence 


0.O0O0004 


231 


AF242489 


Prochlorococcus marinus UreC (ureC), UreB (ureB), UreA (ureA), 
UreD (ureD), UreE (ureE), UreF (ureF), and UreG (ureG) genes, 
complete cds 


0.0003 


232 


AF385396 


Homo sapiens psoriasis susceptibility gene, partial sequence 


0.027 


233 


AE006749 


Sulfolobus solfataricus section 108 of 272 of the complete genome 


2.1 


234 


X73501 


H. sapiens gene for cytokeratin 20 


0.25 


235 


AJ296801 1 


Glyptotendipes pallens 18S rRNA gene (partial), 2S rRNA gene, 28S 
rRNA gene (partial), internal transcribed spacer 1 (ITS1) and internal 
transcribed spacer 2 (ITS2), clone Gpaits9 


0.49 


236 


X17627 


C. thumrni DNA transposable element TECthl 


0.59 


237 


AF157924 


Eutamias dorsalis cytochrome b (cytb) gene, complete cds; 
mitochondrial gene for mitochondrial product 


0.19 


238 


XM_040836 


Homo sapiens similar to calcium channel, voltage-dependent, alpha 
1H subunit (H. sapiens) (LOC91809), mRNA 


0.38 


239 


AF097103 


Oreina melanocephala 16S large subunit ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.23 


240 | 


AK013974 


Mus musculus 13 days embryo head cDNA, RDCEN full-length 
enriched library, clone:3110002D09, full insert sequence 


0.73 


241 


AK022073 


Homo sapiens cDNA FLJ12011 fis, clone HEMBB1001653 


0.26 


242 


XM_012392 


Homo sapiens ubiquitin specific protease 8 (USP8), mRNA 


2 


243 


AB048604 


Mus musculus Neu-2 mRNA for sialidase, complete cds 


0.54 


244 


AF275235 


Drepanaphis utahensis 12S small subunit ribosomal RNA gene, 
partial sequence; tRNA-Val gene, complete sequence; and 16S large 
subunit ribosomal RNA gene, partial sequence; mitochondrial genes 
for mitochondrial products 


0.076 


245 


XM_032956 


Homo sapiens cat eye syndrome chromosome region, candidate 2 
(CECR2), mRNA 


2.2 


246 


XM_050246 


Homo sapiens secretory protein SEC8; KIAA1699 protein (SEC8), 
mRNA 


0 


247 


X69200 


D.tigrina Dth-1 gene, exon 2 


0.49 


248 


M33582 


O. curd cuius beta-casein gene, complete cds 


0.006 


250 


AB048604 


Mus musculus Neu-2 mRNA for sialidase, complete cds 


0.46 
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251 


U48594 


Heliothis virescens insect storage protein (SP4) mRNA, partial cds 


0.022 


252 


AL162583 


Human DNA sequence from clone RP1-250J21 on chromosome 
Xpl 1.22-11.4, complete sequence [Homo sapiens] 


0.2 


253 


AF284038 


Cucurbita maxima phloem serpin-1 mRNA, complete cds 


0.19 


254 


AK026699 


Homo sapiens cDNA: FU23046 fis, clone LNG02491 


0.6 


255 


AF069199 


Trioxys betulae NADH dehydrogenase 1 gene, mitochondrial gene 
encoding mitochondrial protein, partial cds 


0.19 


256 


Z12028 


L.pimpinellifolium gene encoding vacuolar invertase 


0.7 


257 


AB041256 


Panonychus mori mitochondrial COl gene for cytochrome oxidase 
subunit 1, partial cds, strain:TtDe 


0.21 


258 


AK022820 


Homo sapiens cDNA FLJ12758 fis, clone NT2RP2001328 


0.25 


259 


AE006782 


Sulfblobus solfataricus section 141 of 272 of the complete genome 


1.4 


260 


AF027656 


Homo sapiens cholesteryl ester transfer protein gene, promoter region 


0.00004 


261 


Z57957 


Ksapiens CpG island DNA genomic Msel fragment, clone 22b3, 
reverse read cpg22b3.rtla 


0.00003 


262 


AF266097 


Orthetrum cancellatum large subunit ribosomal RNA gene, partial 
sequence; tRNA-Valine gene, complete sequence; and small subunit 
ribosomal RNA gene, partial sequence; mitochondrial genes for 
mitochondrial products 


0.077 


263 


XM 003119 


Homo sapiens dynein light chain- A (LOC51143), mRNA 


5.6 


264 


AF099990 


Rattus norvegicus Ste-20 related kinase SPAK mRNA, complete cds 


0.54 


265 


AE007394 


Streptococcus pneumoniae section 77 of 194 of the complete genome 


2.2 


266 


L07545 


Leishmania tarentolae kinetoplast mitochondrial MURF2 edited 
mRNA, complete cds 


0.002 


267 


L09706 


Homo sapiens complement component 2 (C2) gene allele b, exons 1 
through 8 


0.073 


268 


AF174326 


Pauesia unilachni 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.063 


269 


Z79794 


Mlmusculus dfystrobrevin gene, exon 8 


1.8 


270 


AB029325 


Oryza sativa gene for water channel protein RWC3, promoter region 
and complete cds 


1.7 


271 


U42461 


Xenopus laevis neural specific DNA binding protein (Xgli3) mRNA, 
complete cds 


1.6 


272 


XM_029784 


Homo sapiens CGI-53 protein (LOC51098), mRNA 


6E-23 


273 


D14011 


Mouse reg n gene for regenerating protein n, complete cds 


0.071 


274 


AF179235 


Homo sapiens short-chain dehydrogenase/reductase 1 (SDR1) gene, 
exons 2, 3, and 4 


2.1 
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275 


AF264911 


Campylobacter jejuni putative UDP-N-acetylmuramate-alanine ligase 
(murC) gene, partial cds; putative integral membrane protein, putative 
MutS (mutS), restriction and modification enzyme Cjel (cjel), putative 
transferase, and putative integral membrane > 


0.22 


276 


AF266074 


Gomphus exilis large subunit ribosomal RNA gene, partial sequence; 
tRNA- Valine gene, complete sequence; and small subunit ribosomal 
RNA gene, partial sequence; mitochondrial genes for mitochondrial 
products « 


0.021 


211 


AF229988 


Cryptosporidium parvum P-type ATPase3 gene, complete cds | 


1.9 


278 


AF250346 


Xenopus laevis early growth response protein 1 (egrl) gene, partial 
cds 


0.25 


279 


AL157448 


Homo sapiens mRNA; cDNA DKFZp761E0311 (from clone 
DKFZp761E0311) 


0.00001 


280 


AF386078 


Homo sapiens serine-cysteine proteinase inhibitor clade C member 1 
(SERPINC1) gene, complete cds 


2.1 


281 


S80932 


MVAT5-RX2 VSG=variant surface glycoprotein {promoter} 
[Trypanosoma brucei= African trypanosomes, Genomic, 6583 nt] 


0.003 


282 


U09478 


Dictyostelium discoideum KAx-3 LagC protein (lagC) mRNA, 
complete cds j 


0.008 


283 


U63580 


Oxytricha fallax micronuclear actin I gene, partial sequence 


0.022 


284 


AF348411 


Macaca mulatta Per4 pseudogene sequence 


0.0008 


285 


AF053645 


Homo sapiens cellular apoptosis susceptibility protein (CSE1) gene, 
exons 3 through 10 


0.0002 


287 


U90928 


Arabidopsis thaliana glyoxalase II mitochondrial isozyme (Glx2-1) 
mRNA, nuclear gene encoding mitochondrial protein, complete cds 


2.2 


288 


AB050751 


Carabus pseudopusio mitochondrial ND5 gene for NADH 
dehydrogenase subunit 5, partial cds 


1.6 


289 


AF275220 


Prociphilus fraxinifolii 12S small subunit ribosomal RNA gene, 
partial sequence; tRNA-Val gene, complete sequence; and 16S large 
subunit ribosomal RNA gene, partial sequence; mitochondrial genes 
for mitochondrial products 


0.003 


290 


NM 014358 


Homo sapiens C-type (calcium dependent, carbohydrate-recognition 
domain) lectin, superfamily member 9 (CLECSF9), mRNA 


0.009 


291 


D25274 


Homo sapiens mRNA, clone:P02ST9 


1E-38 


292 


AF111936 


Callithrix jacchus isolate MJ50037 alpha (1,2) fucosyltransferase 
(FUT1) gene, partial cds 


1.8 


293 


AL592159 


Human DNA sequence from clone RP13-237P14 oh chromosome X, 
complete sequence [Homo sapiens] 


0.18 


294 


AK013928 


Mus musculus 13 days embryo head cDNA, RIKEN full-length 
enriched library, clone:3100003M19, full insert sequence 


1.9 


295 


AF289199 


Mus musculus junctin and aspartyl beta-hydroxylase (Asph) genes, 
partial cds 


0.079 
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296 


AE001425 


Plasmodium falciparum chromosome 2, section 62 of 73 of the 
complete sequence 


0.008 


297 


XM_011029 


Homo sapiens LIM domain<»ntaining preferred translocation partner 
in lipoma (LPP), mRNA 


0.23 


298 


AF105034 


Arabidopsis thaliana delta7 sterol C-5 desaturase (STE1) gene, 
complete cds 


0.009 


299 


L77040 


Homo sapiens (subclone 8_cll from PI H22) DNA sequence 


9E-14 


300 


AF278536 


Parastrongyloides trichosuri heat shock 70 protein gene, complete cds 


0.61 


302 


Z28216 


S.cerevisiae chromosome XI reading frame ORF YKL216w 


1.7 


303 


AJ008049 


Chrysolina colasi 16S rRNA gene 


0.0007 | 


304 


AF280812 


Glycine max putative Hslpro-1-like receptor mRNA, complete cds 


0.67 


305 


AK007831 


Mus musculus 10 day old male pancreas cDNA, RIKEN full-length 
enriched library, clone:1810048N21, full insert sequence 


0.047 


306 


AL163543 


Human DNA sequence from clone RP11-424E21 on chromosome 13, 
complete sequence [Homo sapiens] 


0.64 


307 


AF045022 


Bos taurus phosphatide acid-preferring phospholipase Al mRNA, 
complete cds 


5 


308 


AB052731 


Oikopleura longicauda OilBra mRNA for brachyury protein, complete 
cds 


1.8 


309 


AF194275 


Holbrookia maculata clone HMFL 12S ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


6.3 


310 


AJ400814 | 


Dictyostelium discoideum srfA gene, alternative promoters 


0.024 


311 


AK002854 


Mus musculus adult male kidney cDNA, RIKEN full-length enriched 
library, clone:0610039P13, full insert sequence 


0.68 


312 


U25177 ! 


Helobdella robusta cyclin A mRNA, partial cds 


0.023 


313 


AK011102 


Mus musculus 13 days embryo liver cDNA, RIKEN full-length 
enriched library, clone:2510044F14, full insert sequence 


0.51 


314 


AK002181 


Homo sapiens cDNA FLJ1 13 19 fis, clone PLACE1010293 


0.0006 


315 


U67282 


Human mis5 homolog (MCM6) gene, exon x 


0.014 


316 


XMJH0357 


Homo sapiens chromosome 6 open reading frame 5 (C6orf5), mRNA 


1.5 


317 


AK006073 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone: 17000 17M07, full insert sequence 


6.7 


318 


AE001381 


Plasmodium falciparum chromosome 2, section 18 of 73 of the 
complete sequence 


0.18 


319 


NM 017678 


Homo sapiens hypothetical protein HJ20127 (FLJ20127), mRNA 


3E-57 


320 


BC004680 


Mus musculus, Similar to coxsackievirus and adenovirus receptor, 
clone MGC:5878 IMAGE:3 500491, mRNA, complete cds 


0.24 


321 


AK002181 


Homo sapiens CDNAFLJ11319 fis, clone PLACE1010293 


0.007 


322 


U90946 


Dictyostelium discoideum myosin heavy chain kinase B (MHCK-B) 
mRNA, complete cds 


0.003 


323 


Y14277 


Drosophila melanogaster mRNA for nuclear protein SA 


0.062 
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NO 
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324 


Z17272 


H. sapiens DNA segment containing (CA) repeat; clone AFM248wcl; 
single read 


0.25 


325 


M37526 


E.gracilis chloroplast P-700 chlorophyll alpha apoprotein (psaA and 
psaB) genes, complete cds 


0.025 


326 


Y14952 


Mus musculus gene encoding immunoglobulin J chain precursor 


0.24 


327 


AE006596 


Streptococcus pyogenes Ml GAS strain SF370, section 125 of 167 of 
the complete genome 


6.8 


328 


AF079804 


Candida albicans N-acetyl-glucosamine-6-phosphate deacetylase 
(DAC1) and glucosamine-6-phosphate deaminase (NAG1) genes, 
complete cds; and hexokinase (HXK1) pseudogene, complete 
sequence 


2 


329 


XMJ)29315 


Homo sapiens Machado- Joseph disease (spinocerebellar ataxia 3, 
olivopontocerebellar ataxia 3, autosomal dominant, ataxin 3) (MJD), 
mRNA 


7.8 


330 


AK022820 


Homo sapiens cDNAPU12758 fis, clone NT2RP2001328 


0.24 


331 


AF059275 


Mus musculus heat shock transcription factor 1 (Hsfl) gene, partial 
cds 


0.085 


332 


AL049263 


Homo sapiens mRNA; cDNA DKFZp564F133 (from clone 
DKFZp564F133) 


0.059 


333 


AP001233 


Homo sapiens genomic DNA, chromosome 2pll.2, clone:cos607/2 


0.003 


334 


AC017021 


Homo sapiens BAC clone RP11-208M4 from 7, complete sequence 


0.0000005 


335 


U03248 


Human chromosome 21 clone pVC1.23c 


3E-56 


336 


XMJ)46758 


Homo sapiens tensin (TNS), mRNA 


2 


337 


AJ279150 \ 


Homo sapiens partial TFNR gene for transcription factor-like nuclear 
regulator, exon 31 


0 


338 


AF282896 


Rattus norvegicus chemokine RANTES gene, promoter sequence 


0.001 


339 


AK000939 


Homo sapiens cDNA FLJ10077 fis, clone HEMBA1001864 


0.21 


340 


AF188517 


Staphylococcus aureus Bit-like protein SbtA (sbtA) gene, complete cds 


0.008 


| 341 


AF202562 


Homo sapiens DNA methyltransferase (DNMT1) gene, exon 13 


0.22 


342 


XM J) 17967 


Homo sapiens hypothetical protein FLJ13732 similar to tensin 
(FLJ13732), mRNA 


2.7 


343 


AF051685 


Homo sapiens clone SBS-12 SATB1 binding sequence in vivo 


0.21 


344 


M77188 


Campylobacter jejuni argirimosuccinate lyase (argH) gene, complete 
cds 


0.22 


345 


U95137 


Rattus norvegicus Na+-Ca+ exchanger (NCX1) gene, exon 1-Ht 


0.24 


346 


AK019943 


Mus musculus 6 days neonate head cDNA, RIKEN full-length 
enriched library, clone:5430403G16, full insert sequence 


0.74 


347 


BC005571 


Mus musculus, ubiquitin specific protease 14, clone MGC:7106 
DVLAGE:3 157723, mRNA, complete cds 


0.41 


348 


XM 026968 


Homo sapiens hypothetical protein MGC2668 (MGC2668), mRNA 


4E-16 j 
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NO 
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349 


AK024903 


Homo sapiens cDNA: FU21250 fis, clone COL01253, highly similar 
to AB020527 Homo sapiens mRNA for Na/P04 cotransporter 
hornolog 


7E-28 


350 


U85645 


Oryctolagus cuniculus fructose 1,6, bisphosphate aldolase (AldB) 
gene, complete cds 


0.075 


351 


AF388026 


Homo sapiens fibrinogen, B beta polypeptide (FGB) gene, complete 
cds 


5.8 


352 


AY028321 


Homo sapiens pro-melanin-concentrating hormone-like 2 protein 
(PMCHL2) gene, exons 4, 5a, and 5b, alternatively spliced 


0.0003 


353 


AL513491 


Human DNA sequence from clone RP11-79A21 on chromosome X, 
complete sequence [Homo sapiens] 


1.9 


354 


M92068 


Chimpanzee retrovims-like sequence-isoleucine b (RTVL-Ib) gene, 5' 
and 3' LTR 


1.5 


355 


XM 002120 


Homo sapiens zinc finger protein 262 (ZNF262), mRNA 


0.007 


356 


X02435 


Tetrahymena mitochondrial gene for tRNA-Phe (G AA) 


0.028 


357 


XM_033459 


Homo sapiens syntaxin binding protein 1 (STXBP1), mRNA 


2.1 


358 


NM_015770 


Mus musculus non-agouti (a), mRNA 


0.64 ! 


359 


AJ296103 


Staphylococcus aureus repNVH99 gene for replication protein and 
smr gene 


0.15 


360 


Z12840 


O. cuniculus mRNA for protein of unknown function 


e-131 


361 


XM 038370 


Homo sapiens hypothetical gene supported by AK001938; AK001941 
(L0C91424),mRNA 


0.0002 


362 


AF108684 


Rhipidomys mastacalis cytochrome B (cytB) gene, mitochondrial gene 
encoding mitochondrial protein, partial cds 


0.009 


363 


NM_020045 


Mus musculus HIRA-interacting protein 5 (HERJP5), mRNA 


1.8 


364 


AK024439 


Homo sapiens mRNA for FLJ00029 protein, partiai cds 


0.73 


365 


AK025445 


Homo sapiens cDNA: FLJ21792 fis, clone HEP00441 


2.1 


366 


AP000307 


Homo sapiens genomic DNA, chromosome 21q22.1, D21S226-AML 
region, clone:f6C7, complete sequence 


0.00004 


367 


AE000818 


Methanobacterium thermoautotrophicum from bases 264585 to 
276866 (section 24 of 148) of the complete genome 


2.3 


368 


AK001164 


Homo sapiens cDNA FLJ10302 fis, clone NT2RM2000042 


0.13 


369 


XM__029101 


Homo sapiens KIAA0947 protein (KIAA0947), mRNA 


0.95 


370 


AK022191 


Homo sapiens cDNA FLJ12129 fis, clone MAMMA1000198 


0.029 


371 


Z54280 


S.scrofa gene for skeletal muscle ryanodine receptor 


1.9 


372 


AY037259 


Arabidopsis thaliana AT3g52120/F4F15_230 mRNA, complete cds 


9.6 


373 


XM 034599 


Homo sapiens acid sphingomyelinase-like phosphodiesterase . 
(ASM3A), mRNA 


0 


374 


XM 046914 


Homo sapiens SWI/SNF related, matrix associated, actin dependent 
regulator of chromatin, subfamily f, member 1 (SMARCF1), mRNA 


3E-16 


375 


M86340 


Mycoplasma-like sp. 23 S and 16S ribosomal RNAs, Tyr-transfer RNA 
and He-transfer RNA, complete cds 


0.24 


376 


AB019507 


Drosophila kanekoi gene for glycerol-3 -phosphate dehydrogenase, 
complete cds 


1.3 
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377 


AF106915 


Phodopus sungorus luteinizirig hormone beta subunit mRNA, partial 
cds 


0.61 


378 


AL354800 


Human DNA sequence from clone RP1-3 1615 on chromosome 20 
Contains the 3' end of the KCF3B gene encoding a kinesin femily 
member 3B (KIAA0359) and ESTs, complete sequence [Homo 
sapiens] 


0.0001 


379 


AL133430 


Homo sapiens mRNA full length insert cDNA clone EUROIMAGE 
233360 


0.66 


i 380 


AF085894 


Homo sapiens full length insert cDNA clone YP97D11 


0.0002 


381 


AJ286750 


Sesbania rostrata mRNA for phosphoenolpyruvate carboxylase (pepc 
gene) 


0.068 


382 


XMJ)40415 


Homo sapiens region containing hypothetical protein; mutL (E. coli) 
homolog 3 (LOC82389), mRNA 


e-128 


383 1 


Y09794 


Arabiei microsatellite DNA 


1.2 


384 


AB047905 


Macaca fascicularis brain cDNA, clone:QnpA-1591 1 


1.8 


385 


AK001451 


Homo sapiens cDNA FLJ10589 fis, clone NT2RP2004389, weakly 
similar to PROBABLE MITOCHONDRIAL 40S RIBOSOMAL 
PROTEIN S9 PRECURSOR 


1.5 


386 


AF010473 


Schizosaccharomyces pombe myosin-like protein Sp8 (sp8) mRNA, 
partial cds 


0.19 


388 


AL133604 


Homo sapiens mRNA; cDNA DKFZp434G1615 (from clone 
DKFZp434G1615) 


0.00006 


389 


XM 009252 


Homo sapiens methyl-CpG binding domain protein 3 (MBD3), 
mRNA 


0.055 


390 


AB053116 


Polyandrocarpa misakiensis mRNA for putative eukaryotic petide 
chain release factor subunit 1, complete cds 


1.5 


391 


AL138666 


S.pombe chromosome I cosmid c694 


1.3 


392 


AF091933 


Pleurotus ostreatus small subunit ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.078 i 


393 


Z37964 


Staphylococcus sp. genes encoding QacC and replication protein 
(rep827) 


0.073 ! 


394 


AB020712 


Homo sapiens mRNA for KIAA0905 protein, complete cds 


2E-64 


395 


BC009023 


Mus musculus, Similar to prostaglandin E receptor 4 (subtype EP4), 
clone MGC:7183 IMAGE:3481696, mRNA, complete cds 


1.5 


396 1 


XM 010128 


Homo sapiens odz (odd Oz/ten-m, Drosophila) homolog 1 (ODZ1), 
mRNA 


0.55 


397 


XM 011386 


Homo sapiens lrypothetical protein PRO0813 (PRO0813), mRNA 


5.3 


398 


XM 040694 


Homo sapiens AD031 protein (AD031), mRNA 


1.3 


399 


AE006177 


Pasteurella miiltocida PM70 section 144 of 204 of the complete 
genome 


5 


400 


AL1 13079 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


1.2 


401 


U39694 


Mycoplasma genital jum section 16 of 51 of the complete genome 


0.84 


402 


XM 016314 


Homo sapiens ankyrin 2, neuronal (ANK2), mRNA 


4.6 
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403 


XMJH5362 


Homo sapiens likely homolog of rat kinase D-interacting substance of 
220 kDa; KIAA1250 protein (KIAA1250), mRNA 


7E-77 


404 


NM 028513 


Mus musculus RIKEN cDNA 1700052K15 gene (1700052K15Rik), 
mRNA 


9 


405 


U47416 


Solanum allophyllum NADH dehydrogenase subunit (ndhF) gene, 
chloroplast gene encoding chloroplast protein, partial cds 


0.2 


406 


NCJ302502 


Lactococcus Iactis subsp. lactis plasmid pCI305, complete sequence 


5.3 


407 


AF269561 


Staphylococcus epidennidis strain SRI clone step.l010e06 genomic 
sequence 


0.19 


409 


AF336128 


Lumpy skin disease virus strain Neethling, 5' partial sequence 


1.5 


410 


AB058397 


Oryza sativa CHS gene for chalcone synthase, complete cds 


0.16 


411 


AE006830 


Sulfolobus solfataricus section 189 of 272 of the complete genome 


0.21 


412 


AY035064 


Arabidopsis thaliana unknown protein (T20O10 JL00/AT3g63000) 
mRNA, complete cds 


0.22 


413 


AF158049 


Platybrachys decemmacula 16S ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.063 


414 


NM 026444 


Mus musculus citrate synthase (Cs), mRNA 


1.7 


415 


BC007820 


Homo sapiens, clone IMAGE:4303 165, mRNA 


0 


416 


AJ295228 


Caenorhabditis elegans mRNA for MAGUK protein DLG-1 (dlg-1 
gene) 


0.2 


417 , 


AB028633 


Flammulina velutipes mitochondrial gene for DNA polymerase, RNA 
polymerase^ complete and partial cds 


0.6 


418 


Y09794 


A.rabiei microsatellite DNA 


L2 


419 


AB054063 


Pagrus major lpl gene for lipoprotein lipase, complete cds 


5.9 


420 


AF323928 


Plasmodium falciparum GcpE (gcpE) gene, complete cds 


0.14 


421 


M31012 


Chicken MHC class I B-FW-B12 alpha-chain gene, complete cds 


1.2 


422 


Z49806 


B.taurus mRNA for adenylyl cyclase type VII 


6.1 


423 


AB009907 


Luciola kuroiwae mitochondrial DNA for 16S rRNA, partial sequence 


0.003 


424 


X76693 


C.coli (UA585) sodB gene for superoxide dismutase 


0.45 


425 


AF284942 


Carex capitata tRNA-Thr, partial sequence; trnT-trnL intergenic 
spacer, tRNA-Leu, and trnL-trnF intergenic spacer, complete 
sequence; and tRNA-Phe, partial sequence; chloroplast genes for \ 
chloroplast products 


0.29 


426 


AK017986 


Mus musculus adult male thymus cDNA, RIKEN full-length enriched 
library, clone:5830443G21, foil insert sequence 


5.1 


427 


AL512549 


S.pombe chromosome I BAC pB2B4 


1.6 


428 


AF283669 


Homo sapiens kallikrein 14 (KLK14) gene, complete cds 


2.3 


429 


Z12842 


O.cuniculus mRNA for protein of unknown function 


5E-73 


430 


XM 016894 


Homo sapiens LOC86241 (LOC86241), mRNA 


3E-65 


431 


X96616 


P.primaurelia gene encoding 156D surface antigen 


0.23 


432 


X02175 


Schizosaccharomyces pombe cdclO start gene 


0.027 


433 


AK021807 


Homo sapiens cDNA FLJ11745 lis, clone HEMBA1005526 


0.001 
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434 


XM 005233 


Homo sapiens protein phosphatase 2 (formerly 2A), regulatory subunit 
B (PR 52), alpha isoform (PPP2R2A), mRNA 


5E-09 


435 


X52623 


Rice 4-CL gene for 4-coumarate-CoA ligase (EC 6.2.1.12) 


0.63 


436 


AK005294 


Mus musculus adult male cerebellum cDNA, RIKEN full-length 
enriched library, clone: 1500019016, full insert sequence 


1E-16 


437 


AE002337 


Chlamydia muridarum, section 65 of 85 of the complete genome 


0.049 


438 


AF106574 


Caenorhabditis elegans cosmid E02D9, complete sequence 


0.7 


439 


X56866 


S.alba5SrRNAgene 


0.74 


440 


AF127158 


Drosophila mauritiana Cu-Zn superoxide dismutase (Sod) gene, exons 
1 and 2 and complete cds 


1.7 


441 


U08466 


Nephila clavipes alanine tRNA gene, complete sequence 


2.1 


442 


AY021236 


Oryza sativa microsatellite MRG3561 containing (TA)X22, genomic 
sequence 


1.5 


443 


L09262 


Arabidopsis thaliana phytochrome b gene, exons 2 and 3 


0.079 


444 


AC007095 


Homo sapiens BAC clone RP1 1-303 A22 from 7, complete sequence 


0.23 


445 


AK012607 


Mus musculus 11 days embryo cDNA, RIKEN full-length enriched 
library, clone:2700094F01, full insert sequence 


0.19 


446 


AF309415 


Cyprinus carpio ovarian fibroin-like substance-2 mRNA, partial cds 


0.008 


447 


X03956 


Potato (tetraploid variety Maris piper) patatin gene 


0.003 


448 


BC008617 


Mus musculus, clone IMAGE:3588380, mRNA, partial cds 


0.07 


449 


AJ242146 


Mauritiella armata 18S rRNa gene (partial), 5.8S rRNA gene, 26S 
rRNA gene (partial) and internal transcribed spacers 1 and 2 (TTS1, 
ITS2), clone 1 


0.07 


450 


M67489 


Bovine desmocollin mRNA, complete cds 


0.066 


451 


AB048954 


Macaca fascicularis brain cDNA, clone:QnpA-10509 


0.48 


452 


AE001136 


Borrelia burgdorferi (section 22 of 70) of the complete genome 


0.18 


453 


AE001398 


Plasmodium falciparum chromosome 2, section 35 of 73 of the 
complete sequence 


0.025 


454 


AF218904 


Homo sapiens attractin precursor (ATRN) gene, exon 19 


1.6 


455 


AK025078 


Homo sapiens cDNA: FLJ21425 fis, clone COL04162 


1E-71 


456 


Ml 1449 


Yeast mitochondrial ori2-ori7 region DNA with putative peptide 


0.34 


457 


XM 031156 


Homo sapiens hypothetical gene supported by AB007970 ^ 
(LOC90360), mRNA 


0.006 


458 


AK015180 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4930422I22, full insert sequence 


0.007 


459 


AC090422 


Homo sapiens clone RP1 1-691 A12, complete sequence 


0.013 


460 


U06154 


Human clone 2004V-I-1 from chromosome lq terminal region 


1E-19 


461 


AE001123 


Borrelia burgdorferi (section 9 of 70) of the complete genome 


0.83 


462 


Y17797 


Enterococcus feecalis gph, ydjH, ydjG, ydjl, pbp4 and ydiC, ORF2 
and ORF3 genes, partial 


0.22 


463 


AB026906 


Homo sapiens SDHD gene for small subunit of cytochrome b of 
succinate dehydrogenase, complete cds 


0.042 


464 


L13942 


Human (clone Cos35) glycerol kinase (GK) gene, exons 1-3 


0.042 


465 


U81510 


Spodoptera frugiperda caspase-1 mRNA, complete cds 


0.041 
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466 


AJ003222 


Borrelia burgdorferi flgK, flbF, thdF, gidA, gidB, moxR, orfl, orf2, 
orf3, orf4 and orf5 genes 


0.58 


467 


AY034379 


Capsicum annuum branched-chain amino acid aminotransferase 
mRNA, complete cds 


1.8 


468 


AF120317 


Mus musculus mahogany (mg) gene, exons 


0.56 


469 


AE007451 


Streptococcus pneumoniae section 134 of 194 of the complete genome 


0.005 


470 


AF305819 


Homo sapiens PRO0777 mRNA, complete cds 


0.055 


471 


AF045950 


Mus musculus D16Ihu5 YAC 183G11 acentric end, partial sequence 


0.22 


473 


XMJU0416 


Homo sapiens GTP-binding protein ragB (RAGB), mRNA 


0.14 


474 


XM 028004 


Homo sapiens amyotrophic lateral sclerosis 2 (juvenile) chromosome 
region, candidate 3 (ALS2CR3), mRNA 


0.00005 


475 


AK021820 


Homo sapiens cDNA FLJ11758 fis, clone HEMBA1005609, highly 
similar to Homo sapiens mRNA; cDNA DKFZp564K133 (from clone 
DKFZp564K133) 


0.004 


476 


AE002579 


Drosophila melanogaster genomic scaffold 142000013385638, 
complete sequence 


6.7 


477 


AF047677 


Homo sapiens dystrophin (DMD) gene, deletion breakpoints 1-3 in 
intron5 


0.64 


478 


AL589203 


Human DNA sequence from clone RP1 1-391F23 on chromosome 6, 
complete sequence [Homo sapiens] 


0.00009 


479 


AF265343 


Danio rerio protein kinase Npk mRNA, complete cds 


0.14 


480 


XMJ)31879 


Homo sapiens CREB/ATF family transcription factor (CREB-H), 
mRNA 


0.44 


481 


XM 050760 


Homo sapiens ATP-binding cassette, sub-family C (CFTR/MRP), 
member 2 (ABCC2), mRNA 


0.077 


482 


AF069508 


Homo sapiens human endogenous retrovirus HML6.28 gag and pol 
pseudogenes, complete sequence 


0.23 


483 


AK022914 


Homo sapiens CDNAFU12852 fis, clone NT2RP2003445 


2 


484 


XM_032753 


Homo sapiens hypothetical gene supported by AK0224 12 
(LOC90584), mRNA 


1.9 


485 


XMJ)18436 


Homo sapiens hypothetical protein FLJ14327 (FU14327), mRNA 


0.66 


486 


AF130764 


Equus caballus FN1 gene, partial sequence 


4 


487 


AK024286 


Homo sapiens cDNA FLJ14224 fis, clone NT2RP3004028 


2E-18 


488 


AF348342 


Plasmodium malariae caseinolytic protease C (clpC) gene, partial cds; 
apicoplast gene for apicoplast product 


0.23 


489 


XM 029336 


Homo sapiens similar to potassium voltage-gated channel, subfamily 
H (eag-related), member 2; ether a go-go related (M. musculus) 
(LOC90134), mRNA 


6.2 


490 


BC005951 


Homo sapiens, clone MGC: 14588 IMAGE:4249174, mRNA, 
complete cds 


5E-35 


491 


AJ391749 


Vicia melanops genomic repetitive element, clone M29 


0.13 


492 


AF154170 


Sceloporus dugesii 12S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.21 
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493 


X84060 


ttsapiens TCF11 gene, exon 3-6 


0.21 


494 


AP000418 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone:MPK17 


0.003 


495 


AJ277428 


Scenedesmus obliquus mitochondrial tRNA-Ser, tRNA-Asp, 16S 
rRNA, 23S rRNA genes, strain KS3-2 


0.65 


496 


LI 1447 


Mycoplasma hyorhinis repeat regions in potential metal binding 
protein gene region 


0.046 


497 


AY029764 


Mus museums TRAM1 mRNA, complete cds 


0.23 


498 


XMJ)31173 


Homo sapiens parathyroid hormone (PTH), mRNA 


0.22 


499 


AF270168 


Staphylococcus epidermidis strain SRI clone step. 105 lf02 genomic 
sequence 


0.24 


500 


AF336131 | 


Lumpy skin disease virus strain Neethling, 3' partial sequence 


3.5 


1 501 


AF195272 


Mus musculus serine/threonine kinase AIE1 gene, complete cds 


6.7 


502 


NC_002322 


Laqueus rubellus mitochondrion, complete genome 


0.26 


503 


AK007179 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:1700112J16, full insert sequence 


0.24 


504 


U32706 


Haemophilus influenzae Rd section 21 of 163 of the complete genome 


0.68 


505 


AF247555 


Drosophila mauritiana heat shock protein 68 gene, partial cds 


1.9 


506 


NM_011146 


Mus musculus peroxisome proliferator activated receptor gamma 
(Pparg), mRNA 


0.024 


507 


M26940 


Mouse beta-casein gene, complete cds 


0.002 


508 


AB003043 


Phycomyces blakesleeanus classll chitin synthase (PbCHSl) gene, 
complete cds 


0.68 


509 


U89348 


Human papillomavirus type 16 variant, complete sequence 


0.62 


511 


AF270160 


Staphylococcus epidermidis strain SRI clone step. 105 le03 genomic 
sequence 


0.077 


512 


AF1 19554 


Plasmodium falciparum para-aminobenzoic acid synthetase gene, 
complete cds 


0.078 


513 


AY014991 


Waterstoniella sp. CAM-2000 cytochrome oxidase summit I (COT) 
gene, partial cds; mitochondrial gene for mitochondrial product 


0.68 


514 


NMJ)13037 


Rattus norvegicus Fos-responsive gene 1 (St2), mRNA 


0.085 ! 


515 


AF1690O3 


Hepatitis C virus isolate G2aKl polyprotein gene, complete cds 


0.028 j 


516 


U23442 


Tetrahymena thermophila RR internal deletion sequence 


0.25 


517 


AF381638 


Homo sapiens SNP ECU psoriasis susceptibility gene candidate 
interval, partial sequence 


0.0003 


518 


NM 023755 


Mus musculus Tcfcp2-related transcriptional repressor 1 (Crtrl- 
pending), mRNA 


0.009 


519 


NM 004706 


Homo sapiens Rho guanine nucleotide exchange factor (GEF) 1 
(ARHGEF1), mRNA 


3.4 


520 


X67164 


P.rrybrida T-DNA integration region 


0.063 


521 


AB042275 


Canine herpesvirus CICP0 gene for infected cell protein 0, complete 
cds 


0.66 


522 


AB019942 


Arabidopsis thaliana gene for sigma factor SigA, complete cds 


1.4 
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523 


AF270382 


Staphylococcus epidermidis strain SRI clone step.4041f02 genomic 
sequence 


0.23 


524 


AF284897 


Carex supina tRNA-Thr, partial sequence; trnT-trnL intergenic 
spacer, tRNA-Leu, and trnL-trnF intergenic spacer, complete 
sequence; and tRNA-Phe, partial sequence; chloroplast genes for 
chloroplast products 


0.23 


525 


AK000493 


Homo sapiens cDNA FLJ20486 fls, clone KAT08039 


0.17 


526 


U67535 


Methanococcus jannaschii section 77 of 150 of the complete genome 


0.6 


527 


AE002754 


Drosophila melanogaster genomic scaffold 142000013385431, 
complete sequence 


1.8 


528 


AF241656 


Caenorhabditis elegans SR protein specfic kinase SPK-1 mRNA, 
complete cds 


1.7 


529 


AF173828 


Caenorhabditis elegans putative potassium channel Slo-2 mRNA, 
complete cds 


0.21 


530 


AE005382 


Escherichia coli 0157:H7 EDL933 genome, contig 3 of 3, section 1 of 
290 


2.3 


531 


Z36154 


Sxerevisiae chromosome II reading frame ORF YBR285w 


0.68 


532 


AF054126 


Rattus norvegicus polymorphic marker D6UIA6 sequence 


0.061 


533 


AK004780 


Mus musculus adult male lung cDNA, RIKEN full-length enriched 
library, clone: 120001 5C19, full insert sequence 


0.7 


534 


AF352555 


Staphylococcus aureus subsp. aureus strain ATCC31889 leukocidin 
LukS component gene, partial cds 


0.2 


535 


AF352555 


Staphylococcus aureus subsp. aureus strain ATCC31889 leukocidin 
LukS component gene, partial cds 


0.1 


536 


J05246 


Mouse alpha-fetoprotein (AFP) gene, 5' flank 


0.024 


537 


AF021935 


Rattus norvegicus mytonic dystrophy kinase-related Cdc42-binding 
kinase (MRCK) mRNA, complete cds 


e-141 


538 


Y12573 


D.melanogaster Jun and 14-3-3 zeta gene 


0.5 


539 


AF248584 


Moraxella catarrhalis UDP-glucose dehydrogenase gene, partial cds; 
and UDP-glucose 4-epimerase (galE) and L-glutamine:D-fiructose-6- 
phosphate aminotransferase (glmS) genes, complete cds 


0.026 


540 


AL136554 


Homo sapiens mRNA; cDNA DKFZp761D0712 (from clone 
DKFZp761D0712) 


0.089 


541 


AF158049 


Plarybrachys decemmacula 16S ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.082 


542 


AY023618 


Oryza sativa microsatellite MRG5943 containing (TTA)X55, closest 
to marker RG908, genomic sequence 


0.00009 


543 


AL591498 


Human DNA sequence from clone RP11-113L12 on chromosome 13, 
complete sequence [Homo sapiens] 


3E-14 


544 


AF183908 


Danio rerio P450 aromatase (cypl9b) mRNA, complete cds 


0.069 


545 


AK016658 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4933405A14, full insert sequence 


0.53 


546 


AB014084 


Homo sapiens genomic DNA, chromosome 6p21.3, HLA class I 
region, Cosmid clone:TY7A5, complete sequence 


0.011 
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547 


AF285076 


Selena reticularis tRNA-Leu, partial sequence; tmL-trnF intergenic 
spacer, complete sequence; and tRNA-Phe, partial sequence; 
chloroplast genes for chloroplast products 


0.19 


548 


XM 0476O4 


Homo sapiens coproporphyrinogen oxidase (coproporphyria, 
harderoporpriyria) (CPO), mRNA 


0.17 j 


549 


Z81538 


Caenorhabditis elegans cosmid F45H10, complete sequence 


0.24 j 


550 


AF026800 


Fundulus heterociitus cytochrome P4501A (CYP1A) mRNA, 
complete cds 


1.9 


551 


XM 051897 


Homo sapiens phospholipase A2, group IVA (cytosolic, calcium- 
dependent) (PLA2G4A), mRNA 


9E-08 


552 


XMJ)15200 


Homo sapiens hypothetical protein FLJ22724 (FLJ22724), mRNA 


2.1 


553 


AF266244 


Gillichthys mirabilis adenylate cyclase type v-like protein mRNA, 
complete cds 


6 


554 


Z21818 


H.sapiens carcinoembryonic antigen gene 


0.23 


555 


AE002100 


Ureaplasma urealyticum section 1 of 59 of the complete genome 


0.023 


556 


XM 045179 


Homo sapiens hypothetical gene supported by AL137724 
(LOC92454), mRNA 


0.19 


557 


X16509 


Rice alpha-amylase gene 


1.8 


558 


M33753 


D.melanogaster crumbs protein mRNA, complete cds 


5.4 


559 


D32022 


Human mRNA for T cell receptor V beta 8 CDR3, parcial sequence 


1.5 


560 


AF188893 


Homo sapiens guanidinoacetate N-methyltransferase (GAMT) gene, 
complete cds 


0.18 


561 


AF367310 


Arabidopsis thaliana At2g36880/TU8.6 gene, complete cds 


0.11 


562 


AF207699 


Elaeis guineensis agamous-like MADS box protein OPMADS1 
mRNA, complete cds 


0.45 


564 


AB014586 


Homo sapiens mRNA for KIAA0686 protein, partial cds 


0.17 


565 


L77040 


Homo sapiens (subclone 8 ell from PI H22) DNA sequence 


8E-14 


566 


NM_024942 


Homo sapiens hypothetical protein FLJ13490 (FLJ13490), mRNA 


0.013 


567 


U88158 


Tetrahymena thermophila micronuclear developmentally eliminated 
sequence region 


0.18 


568 


AF210744 


Nannochloropsis oculata large subunit ribosomal RNA gene, partial 
sequence 


0.057 


569 


AL590384 


Human DNA-sequenoe from clone RP11-349A16 on chromosome 
Xq22.3-24, complete sequence [Homo sapiens] 


2E-15 


570 


AY034379 


Capsicum annuum branched-chain amino acid aminotransferase 
mRNA, complete cds 


1.2 


571 


AF038283 


Campylobacter jejuni cytolethal distending toxin A (cdtA), cytolethal 
distending toxin B (cdtB), and cytolethal distending toxin C (cdtC) 
genes, complete cds 


0.4 


1 572 


i X98807 


A. thaliana mRNA for peroxidase ATP21a 


1.8 


573 


AF1 11941 


Dictyostelium discoideum AX4 development protein DG1148 
(DG1148) gene, complete cds 


0.0009 
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574 


AE002247 


Chlamydophila pneumoniae AR39, section 74 of 94 of the complete 
genome 


1.7 


575 


AF247555 


Drosophila mauritiana heat shock protein 68 gene, partial cds 


1.4 


576 


AJ237599 


Gallus gallus mRNA for iroquois homologue-2 


0.056 


577 


NM 030995 


Rattus norvegicus Microtubule-associated protein la (Mapla), mRNA 


0.21 


578 


XM_027638 


Homo sapiens KIAA0240 protein (KIAA0240), mRNA 


1.5 


579 


AF3 10886 


Dictyostelium discoideum RacA (racA) gene, complete cds 


0.065 


580 


AB001090 


Homo sapiens gene for H-cadherin, exon 1 


0.2 


581 


BC009101 


Mus musculus, Similar to hypothetical protein DKFZp761C121, clone 
MGC:12146 IMAGE:3710846, mRNA, complete cds 


0.0008 


! 582 


XM_011473 


Homo sapiens serine (or cysteine) proteinase inhibitor, clade B 
(ovalbumin), member 9 (SERPINB9), mRNA 


1.8 


583 


AF004051 


Galium hypocarpium rpsl6 gene, chloroplast gene, partial intron i 
sequence 


0.068 


584 


AE007440 


Streptococcus pneumoniae section 123 of 194 of the complete genome 


0.066 


585 


L25647 


Homo sapiens fibroblast growth factor receptor gene (located in the 
central MHC) signal peptide and consecutive exon 


0.069 


586 


AF191079 


Stealth virus 1 clone 3B632, genomic sequence 


0.009 j 


587 


L20465 


Onchocerca volvulus nicotinic acetylcholine receptor mRNA, partial 
cds 


0.72 


588 


NM 008713 


Mus musculus nitric oxide synthase 3, endothelial cell (Nos3), mRNA 


2 


589 


NM 004052 


Homo sapiens BCL2/adenovirus E1B 19kD-interacting protein 3 
(BNIP3), nuclear gene encoding mitochondrial protein, mRNA 


4E-26 


590 


U40228 


Plasmodium falciparum ADP-ribosylation factor 1 (pARFl) mRNA, 
complete cds 


0.009 


591 


AL049435 


Homo sapiens mRNA; cDNA DKFZp586B0220 (from clone 
DKFZp586B0220) 


0.008 


592 


AC000981 


Homo sapiens (subclone 2_c6 from PI H31) DNA sequence, complete 
sequence 


0.68 


593 | 


AF304319 


Neospora caninum small subunit ribosomal RNA and large subunit 
ribosomal RNA genes, partial sequences and intergenic region, plastid 
genes for plastid products 


0.009 


594 


BC006517 


Homo sapiens, Similar to PPAR binding protein, clone 
IMAGE:3546031, mRNA 


7E^3 


595 


AJ249162 


Homo sapiens promoter enhancer from ISG20 gene 


2.1 


596 


AJ297708 


Rattus norvegicus RT6 gene for T cell differentiation marker RT6.2, 
exons 1-8 


0.024 


597 


Y11779 


R-prowazekii ygjT-like gene and 4 open reading frames 


0.078 


598 


AE005660 


Escherichia coli 0157 :H7 EDL933 genome, contig 3 of 3, section 279 
of 290 


0.53 


599 


XM 041617 


Homo sapiens RAB11B, member RAS oncogene family (RAB11B), 
mRNA 


4.8 


600 


AK023165 


Homo sapiens cDNA FLJ13103 fis, clone NT2RP3002304 


0.25 
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oJEQ ID 
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601 


Z69388 


Human DNA sequence from cosmid L60G9A, Huntington's Disease 
Region, chromosome 4pl6.3 contains ESTs and a CpG island 


0.084 


602 


U84760 


Chromatium vinosum dsr locus, complete sequence 


0.022 


603 


AF122050 


Hordeum vulgare limit dextrinase gene, complete cds 


1.8 


604 


AJ308471 


Mus musculus partial gene for acetyl-CoA carboxylase-alpha, 
promoter I 


0.022 


605 


AF158032 


Cbdus inflatus 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.008 


607 


XM_012733 


Homo sapiens KIAA1012 protein (KIAA10 12), mRNA 


0.005 


608 


D37781 


Human mRNA for protein-ryrosine phosphatase HPTPeta, complete 
cds 


0.059 


609 


AC002252 


Homo sapiens (subclone l_g7 from BAC H76) DNA sequence, 
complete sequence 


7E-11 


610 


AF160964 


Peanut witches'-broom phytoplasma RNA polymerase sigma factor 
(rpoD) gene, complete cds 


0.63 


611 


U67528 


Methanococcus jannaschii section 70 of 150 of the complete genome 


0.67 


612 


AF063134 


Justicia caudata tRNA-Leu (trnL) gene, chloroplast gene for 
chloroplast RNA, partial sequence 


1.2 


613 


U67527 


Methanococcus jannaschii section 69 of 150 of the complete genome 


1.5 


614 


AK022455 


Homo sapiens cDNA FLJ12393 fis, clone MAMMA1002711 


0.000001 


615 


AF272082 


Poiretia punctata trnK gene, intron, 3 1 partial sequence; and maturase 
(matK) gene, partial cds; chloroplast genes for chloroplast products 


0.075 


616 


AF1 12461 


Homo sapiens G protein-coupled receptor 57 (GPR57) gene, complete 
cds 


0.025 


617 


AF3 10884 


Dictyostelium discoideum RaclB (raclB) gene, complete cds; racK 
pseudogene, complete sequence; and unknown genes 


5.6 


618 


AF348342 


Plasmodium malariae caseinolytic protease C (clpC) gene, partial cds; 
apicoplast gene for apicoplast product 


0.22 


619 


AB043965 


Danio rerio gene for dharma, promoter and partial cds 


0.054 


] 620 


NC 001839 


Petunia vein clearing virus, complete genome 


0.61 


621 


AK023959 


Homo sapiens cDNA FLJ13897 fis, clone THYRO1001706 


0.67 


622 


AF028835 


Drosophila pallidosa vermilion (v) gene, complete cds 


0.13 


623 


U67598 


Methanococcus jannaschii section 140 of 150 of the complete genome 


0.072 


624 


AF283103 


Pineapple mealybug wilt associated virus-2 poryprotein (ORFla) and 
RNA-dependent RNA polymerase genes, partial cds; and hydrophobic 
protein p5, heat shock protein 70, p46, coat protein, diverged coat 
protein, p20, p22, and p6 genes, complete cds 


1.5 


625 


XM 008161 


Homo sapiens hypothetical protein HJ20345 (FLJ20345), mRNA 


1E-15 


626 


XM 035599 


Homo sapiens adaptor-related protein complex 4, epsilon 1 subunit 
(AP4E1), mRNA 


6E-22 



239 



WO 02/14500 



PCT/US01/25840 





Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


627 


AF143066 


Lepidopilum scabrisetum ribosomal protein system 4 (rps4) gene, 
partial cds 


0.61 


628 


U89283 


Biomphalaria giabrata myoglobin gene, complete cds 


0.46 


629 


U44949 


Xenopus laevis zona pellucida A glycoprotein homolog (xlZPA) 
mRNA, complete cds 


1.6 


630 


AE007395 


Streptococcus pneumoniae section 78 of 194 of the complete genome 


0.15 


631 


BC006963 


Mus musculus, clone IMAGE: 3 7084 10, mRNA, partial cds 


1.6 


632 


XM 031120 


Homo sapiens peptidylglycine alpha-amidating monooxygenase 
(PAM), mRNA 


4E-40 


633 


AF3 16122 


Kinosternon arizonense isolate KariAZ2 mitochondrial control region, 
complete sequence 


0.69 


634 


U67561 


Methanococcus jannaschii section 103 of 150 of the complete genome 


0.22 


635 


D88010 


Human DNA for ribosomal protein S13, complete cds, U14 small 
nucleolar RNA, complete sequence 


0.24 


636 


AE006321 


Lactoooccus lactis subsp. lactis IL1403 section 83 of 218 of the 
complete genome 


2.2 


637 


AF045595 


Carassius auratus clone gf-40 glutamic acid decarboxylase isofonn 67 
(GAD67) mRNA, complete cds 


0.74 ! 


638 


D38378 


Human DNA, novel tandem repeat sequence 


0.21 


639 


AF260819 


Plasmodium falciparum CGI protein gene, complete cds 


0.003 


640 


NC 000857 


Ceratitis capitata complete mitochondrial genome 


0.23 


641 i 


AK015383 


Mus musculus adult male testis cDNA, RJKEN full-length enriched 
library, clone:4930444M15, Ml insert sequence 


2.1 


642 


AF286367 [ 


Homo sapiens HMGIY gene, promoter 


1.6 


643 


AK019143 


Mus musculus 10 days embryo cDNA, RIKEN full-length enriched 
library, clone:2600001P13, full insert sequence 


0.69 


644 


AE001421 


Plasmodium falciparum chromosome 2, section 58 of 73 of the 
complete sequence 


2 


645 


D 16904 


Human HepG2 3' region cDNA, clone hmd3a02 


0.21 


i 646 


XM_003799 


Homo sapiens protocadherin beta 10 (PCDHB10), mRNA 


0.69 


647 


NC 001438 


Bean golden mosaic virus A component DNA, complete sequence 


0.66 


648 


AK013971 


Mus musculus 13 days embryo head cDNA, RIKEN full-length 
enriched library, clone:3110001P07, full insert sequence 


2 


649 


AFO78880 


Prosimulium formosum dopa decarboxylase (DDC) gene, partial cds 


0.076 


650 


AJ009600 


Begonia taipeiensis rbcL promoter, clone 16320 


0.22 


651 


AF042834 


Homo sapiens phosphodiesterase delta subunit gene, exons 2, 3 and 4 


5.8 


652 


AF244214 


Dysdera ratonensis 16S ribosomal RNA gene, partial sequence 


0.075 


653 


XM 043252 


Homo sapiens PCAF associated factor 65 alpha (PAF65 A), mRNA 


2E-33 
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654 


AF105116 


Streptococcus pneumoniae type 19C Cpsl9CR (cpsl9CR) gene, 
partial cds; putative oligosaccharide repeat unit transporter (cpsl9CJ), 
UDP-N-acetyl gluccsamine-2-epimerase (cpsl9CK), and putative 
glucosyl transferase (cpsl9CS) genes, complete cds; and gluO 


1.9 


655 


AF181720 


Homo sapiens RU2AS (RU2) gene, complete cds; and RU2S (RU2) 
gene, partial cds 


0.23 


656 


AL392164 


Human DNA sequence from clone RP1 1-269L6 on chromosome X, 
complete sequence [Homo sapiens] 


0.0003 


657 


AF189720 


Oryctolagus cuniculus chloride channel (CFTR) mRNA, complete cds 


0.18 


658 


AF077821 


Canis familiaris inducible nitric oxide synthase mRNA, complete cds 


0.077 


659 


NC 001327 


Ascaris suum mitochondrion, complete genome 


0.074 


660 


XM 003164 


Homo sapiens KIAA0218 gene product (KIAA0218), mRNA 1 


5.8 


661 


M22207 


T.gratilla 217g gene encoding 217g protein, complete cds 


0.071 


662 


BC004062 


Mus musculus, Similar to cofactor required for Spl transcriptional 
activation, subunit 6 (77kD), clone IMAGE:3590309, mRNA, partial 
cds 


0.22 


663 


AF007132 


Homo sapiens clone 23551 mRNA sequence 


0.023 


666 ' 


XM_007847 


Homo sapiens hypothetical protein from clone 24796 (LOC57146), 
mRNA 


5E-32 


667 


AE002755 


Drosophila melanogaster genomic scaffold 142000013385531, 
complete sequence 


5.8 


668 


U70780 


Clostridium botulinum unidentified protein P-48 gene, complete cds 
and neurotoxin binding protein gene, partial cds 


0.075 


669 


XM 029131 


Homo sapiens similar to KIAA0773 gene product (H sapiens) 
(LOC90 115), mRNA 


2 


670 


XM 003091 


Homo sapiens KIAA0001 gene product; putative G-protein-coupled 
receptor; G protein coupled receptor for UDP-glucose (KIAA0001), 
mRNA 


1.7 ! 


671 ! 


AF284881 


Carex pauciflora tRNA-Thr, partial sequence; trnT-trnL intergenic 
spacer, tRNA-Leu, and trnL-trnF intergenic spacer, complete 
sequence; and tRNA-Phe, partial sequence; chloroplast genes for 
chloroplast products 


1.6 


672 


NC 001381 


Plasmid pAL5000, complete sequence 


6.1 ! 


673 


AF081201 


Arabidopsis thaliana villin 1 (VLN1) mRNA, complete cds 


0.21 | 


674 


AK023674 


Homo sapiens cDNA FLJ13612 fis, clone PLACE1010833, weakly 
similar to CALTRACTIN 


0.54 


675 | 


X60097 


Streptococcus sp. (group C) emm gene for M protein 


0.063 


676 


AF026087 


Schizosaccharomyces pombe Satl gene, partial cds 


0.22 


677 


X00117 


Galago Alu repeat type I, GAL9 


0.0001 


678 


AJ276629 


Rattus norvegicus Sacm21/RT1-A intergenic region, haplotype RTln 
and partial RT1-A gene for MHC Class I antigen 


1.9 


679 


AK021058 


Mus musculus adult male corpus striatum cDNA, RIKEN full-length 
enriched library, clone:C030009O12, full insert sequence 


0.23 
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680 


BC003727 


Mus museums, Similar to InterleuMn 1 alpha, clone MGC:5780 
MAGE:3599550, mRNA, complete cds 


1.9 


681 


XM 048261 


Homo sapiens similar to ring finger protein 23; RING-B box-coiled 
coil-B30.2 (M. musculus) (LOC92947), mRNA 


5E-18 | 


682 


XM 038154 


Homo sapiens KIAA1016 protein (KIAA1016), mRNA 


0.23 


683 


XM 049918 


Homo sapiens similar to hypothetical protein MGC10940 (K sapiens) 
(LOC93230), mRNA 


0 


684 


X14727 


Sheep beta-B globin gene 


0.68 


685 


AB052187 


Macaca fascicularis brain cDNA, clone:QnpA-12170 


0.024 


686 


AK004783 


Mus musculus adult male lung cDNA, RIKEN full-length enriched 
library, clone: 12000 15E14, full insert sequence 


5.8 


687 


AE002799 


Drosophila melanogaster genomic scaffold 142000013385566, 
complete sequence 


0.003 


688 


AF190395 


Coiymbia calophylla tRNA-Leu and tRNA-Phe genes, partial 
sequence; chloroplast genes for chloroplast products 


1.9 


689 


U57896 


Candida albicans cytochrome C gene (CYC1) gene, complete cds 


0.22 


690 


AE006710 


Sulfolobus solfataricus section 69 of 272 of the complete genome 


2 


691 


AL392164 


Human DNA sequence from clone RP11-269L6 on chromosome X, 
complete sequence [Homo sapiens] 


0.0003 


692 


D87001 


Homo sapiens immunoglobulin lambda gene locus DNA, clone:47H9 
downstream contig 


0.008 


693 


Y13853 


Drosophila erecta clone Erl inactive Bari-1 family transposon 


0.16 


694 


AB022927 


Oiyctolagus cuniculus HAC4 mRNA for hyperpolarization activated 
cation channel, complete cds 


0.66 


695 


AF307327 


Araraquara virus medium RNA segment, G1/G2 glycoprotein 
precursor gene, partial cds 


2 


696 ^ 


AF269369 


Staphylococcus epidermidis strain SRI clone step,1002g02 genomic 
sequence 


0.57 


697 


XM 043252 


Homo sapiens PCAF associated factor 65 alpha (PAF65 A), mRNA 


2E-33 


698 


XM 008640 


Homo sapiens lethal giant larvae (Drosophila) homolog 1 (LLGL1), 
mRNA 


0.22 


699 


AC024829 


Caenorhabditis elegans cosmid Y55F3BM, complete sequence 


0.023 


700 


M83660 


Dictyostelium discoideum clathrin heavy chain (chcA) mRNA, 
complete cds 


1.9 


701 


X95481 


S.cerevisiae ARC1 gene 


1.9 


702 


AJ408897 


Homo sapiens chromosomal breakpoint fragment derivative 4, 
AF4/MLL fusion, patient UPN006 


4.9 


703 


AF1 10007 


Molgula oculata p68 RNA helicase (bobcat) and transcription factor 
(manx) genes, complete cds 


0.68 


704 


AL133339 


Human DNA sequence from clone RP4-807J1 on chromosome 20. 
Contains a GSS and a CpG island, complete sequence [Homo sapiens] 


2 


705 


U10116 


Human superoxide dismutase (SOD3) gene, complete cds 


0.23 


706 


AB037771 


Homo sapiens mRNA for KIAA1350 protein, partial cds 


0 
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707 


AF023840 


Homo sapiens natural killer group protein 2-A (NKG2-A) gene, 
complete cds 


0.68 


708 


U49023 


Tegeticula maculata extranea cytochrome oxidase subunit I, 
cytochrome oxidase subunit II genes, mitochondrial genes encoding 
mitochondrial proteins, partial cds, and tRNA-Leu gene, 
mitochondrial gene 


0.001 


709 


XM 044768 


Homo sapiens similar to death receptor 6 (H. sapiens) (LOC92385), 
mRNA 


e-126 


710 


D50006 


Human DNA for alpha-platelet-derived growth factor receptor, exon 6- 
10 


2.1 


711 


Y14524 


Tetrahymena thennophila tRNA-Tyr gene, exons 1 and 2, clone 
pTetY2 


0.057 


712 


AL592159 


Human DNA sequence from clone RP13-237P14 on chromosome X, 
complete sequence [Homo sapiens] 


0.52 


713 


U88825 


HTV-1 isolate 92NG003 from Nigeria complete genome 


3.1 


714 


U05813 


Blastocrithidia culicis ATCC 30268 Mnetoplast (MURF1) and 
apocytochrome B (cytB) genes, partial cds, and ATPase subunit 6 
(MURF4) gene, complete pre-RNA-edited DNA sequence 


0.23 


1 715 


AF048990 


Homo sapiens MutS homolog 5 (MSH5) gene, exons 1 1 and 12 


0.0009 


716 


AF3 17082 


Adoncholaimus thalassophygas isolate Sou39 large subunit ribosomal 
RNA gene, partial sequence; mitochondrial gene for mitochondrial 
product 


0.0008 


717 


AK013269 


Mus musculus 10, 11 days embryo cDNA, RIKEN full-length 
enriched library, clone:2810439K08, full insert sequence 


0.024 


718 


L14769 


Physarum polycephalum cytochrome oxidase subunit 1 mRNA, 
complete cds; mitochondrial gene for mitochondrial product 


1.6 


720 


U45453 


Xenopus laevis transcription factor xGATA-4 mRNA, complete cds 


0.61 


721 


AF090432 


Danio rerio serrateB mRNA, complete cds 


0.075 


722 


M62504 


Spiroplasma citri fibril protein gene, complete cds 


0.024 


723 


AK000939 


Homo sapiens cDNA FU10077 fis, clone HEMBA1001864 


0 


724 


XM 032587 


Homo sapiens 2127 (KIAA1754), mRNA 


0.22 


726 


AF012899 


Sambucus nigra ribosome inactivating protein precursor mRNA, 
complete cds 


0.000001 


727 


S82175 


RAR-gamma 2.2=retinoic acid receptor gamma isoform 2.2 
{alternatively spliced} [Xenopus laevis, embryos, stage 24, mRNA, 
2154 nt] 


0.008 


728 


AK002856 


Mus musculus adult male kidney cDNA, RIKEN full-length enriched 
library, clone:06 10040 A09, full insert sequence 


0.44 


729 


AF077828 


Oryctolagus cuniculus indolethylamine N-methyltransferase (INMT) 
gene, exon 3 and complete cds 


1.4 


730 


BC006633 


Mus musculus, Flt3 interacting zinc finger protein 1, clone 
MGC:7201 IMAGE:3482191, mRNA, complete cds 


1.3 


731 


AK024670 


Homo sapiens cDNA: FLJ21017 fis, clone CAE05907 


0.5 


732 


Z35823 


S.cerevisiae chromosome II reading frame ORF YBL062w 


1.1 


733 


Z48636 


C.novyi gene for alpha-toxin 


0.065 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


734 


BC008580 


Homo sapiens, clone IMAGE:4179986, mRNA, partial cds 


0.71 


735 


L37746 


Homo sapiens lamin Bl gene, exon 10 


0.11 


736 


AF142372 


Anolis roquet cytochrome b gene, partial cds; mitochondrial gene for 
mitochondrial product 


0.95 


737 


AF107454 


Homo sapiens clone cD622 mRNA sequence 


0.48 


738 


XM 010112 


Homo sapiens solute carrier family 6 (neurotransmitter transporter), 
member 14 (SLC6A14), mRNA 


0.5 


739 


AF188067 


Arabidopsis thaliana clone AtDP5 isopentenyl 
pyrophosphateidimethyllallyl pyrophosphate isomerase (ipiAt2) 
mRNA, partial cds 


1.6 


740 


X90383 


A.thaliana DNA for Y13 gene 


0.034 


741 


AE004309 


Vibrio cholerae chromosome I, section 2 17 of 25 1 of the complete 
chromosome 


0.18 


742 


AF236642 


Calothrix parietina clone 102-2A 16S-23S internal transcribed spacer, 
complete sequence; and tRNA-Ile and tRNA-Ala genes, complete 
sequence 


1.1 


744 


AF107699 


Homo sapiens RING3 protein (RING3) gene, partial cds 


0.027 


745 


XM 035624 


Homo sapiens KIAA0876 protein (KIAA0876), mRNA 


3.4 


746 


XM_001795 


Homo sapiens lamin B receptor (LBR), mRNA 


0.15 


747 


AF395180 


Panteliella bicolor cytochrome oxidase subunit I gene, partial cds;. 
mitochondrial gene for mitochondrial product 


0.093 


748 


AF262633 


Homo sapiens clone NIGMS NA11418 chromosome 15 paralogous 
sequence variant, genomic sequence 


0.27 


749 


AF086375 


Homo sapiens full length insert cDNA clone ZD68B12 


0.000003 


750 


AJ271002 


Mus museums TFFl/pS2 gene for Trefoil Factor l/pS2, exons 1-3 


0.8 


751 


AF063681 


Mus musculus type Xm collagen (coll3al) gene, exons 22-27 


0.53 


752 


AL031634 


Caenorhabditis elegans cosmid Y32B12C, complete sequence 


0.053 


753 


Y00165 


Sus scrofa mRNA for link protein 


0.065 


754 


AP000693 


Homo sapiens genomic DNA, chromosome 21q22.2, PCR fragment 
from BAC clone:KB739Cl 1, CBR1-HLCS region 


0.022 


755 . 


AK021535 


Homo sapiens cDNA FLJ11473 fis, clone HEMBA1001712 


0.064 


756 


AF305539 


Mus musculus B lymphocyte induced maturation protein 1 (Prdml) 
gene, exon 8 and complete cds 


4E-12 


757 


J05493 


S.pombe no message in thiamine protein (nmtl) gene, complete cds 


0.55 


758 


AE001480 


Helicobacter pylori, strain J99 section 41 of 132 of the complete 
genome 


0.51 


759 


AF072685 


Bos taurus matrix metalloproteinase 13 (MMP13) mRNA, complete 
cds 


0.072 


760 


XM_038408 


Homo sapiens hypothetical protein FLJ11331 (FLJ11331), mRNA 


0.6 


761 


XM 041148 


Homo sapiens hypothetical gene supported by AF037219 
(LOC91856), mRNA 


1.7 


762 


AF234897 


Haemulon plumieri Hpl224 NADH dehydrogenase I (ND-1) gene, 
complete cds; mitochondrial gene for mitochondrial product 


3 
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SEQID 
NO 
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P VALUE 


763 


NM 008399 


Mus musculus integrin, alpha E, epithelial-associated (Itgae), mRNA 


1.4 


764 


Z74898 


S.cerevisiae chromosome XV reading frame ORF YOL156w 


1.8 


765 


AF280812 


Glycine max putative Hslpro-1-like receptor mRNA, complete cds 


0.59 


766 


AB013615 


Broad bean wilt virus 2 genomic RNA,« complete sequence of RNA1 


0.68 


768 


AF079169 


Nicotiana tabacum feedback-insensitive anthranilate synthase alpha-2 
chain (ASA2) gene, promoter region and 5UTR 


5.9 


769 


AB014079 


Homo sapiens genomic DNA, chromosome 6p21.3, HLA class I 
region, Cosmidclone:TYlEll, complete sequence 


0.007 


j 770 


XMJ)12336 


Homo sapiens MBIP protein (MBIP), mRNA 


0.0003 


771 


U41509 


Caenorhabditis elegans cosmid W03H1, complete sequence 


0.18 


772 


U23478 


Dictyostelium discoideum phosphatidylinositoW^-diphosphate 3- 
kinase (PDC3) mRNA, partial cds 


0.00002 


773 


AP000380 


Arabidopsis thalinna genomic DNA, chromosome 5, genomic PCR 
product GA469 


0.39 


774 


AF1 15772 


Danio rerio basic helix-loop-helix transcription factor Ndrla (ndrla) 
mRNA, complete cds 


0.2 


775 


XM 007458 


Homo sapiens butyrate response factor 1 (EGF-response factor 1) 
(BRF1), mRNA 


0.42 


116 


L31955 


Human (clone 1NIB-2) normalized cDNA library sequence 


1.6 


111 


D49711 


Populus kitakamiensis (P. sieboldii X P. grandidentata) homt3 gene 
for caffeic acid O-methyltransferase, complete cds (exonl-4) 


0.046 


IIS 


L49234 


Manduca sexta chitinase precursor gene, complete cds 


0.05 


j 779 


AY008848 


Ictalurus punctatus clone Icpu-UA/3 MHC class I antigen gene, 
complete cds 


0.015 


780 


AB048375 


Oseiya coulteriana chloroplast matK gene for maturase K, complete 
cds 


1.9 


781 


XM_010323 


Homo sapiens toll-like receptor 7 (TLR7), mRNA 


0.21 


782 


X69121 


P.falciparum Pfgrp mRNA for heat shock protein 


0.18 


783 


AE001570 


Helicobacter pylori, strain J99 section 131 of 132 of the complete 
genome 


0.05 


784 


M31756 


Human t(9;22) chromosome 9 breakpoint DNA 


0.77 


785 


M37889 


Staphylococcus aureus replication (rep), control of replication (cop), 
and resistance protein (QacC) genes, complete cds 


0.2 


786 


AF091326 


Plasmodium falciparum histone deacetylase (HDAC1) mRNA, 
complete cds 


0.19 


787 


Z74851 


S.cerevisiae chromosome XV reading frame ORF YOL109w 


0.2 


788 


Z85396 


Rsapiens Ig lambda light chain variable region gene (34-34SWHF32) 
rearranged; Ig-Light-Lambda; VLambda 


0.56 


789 


AF075681 


Hemorrhagic enteritis virus hexon protein gene, partial cds 


2.1 


790 


AY029613 


Mus musculus GTP binding protein 3 gene, complete cds; nuclear 
gene for mitochondrial product 


5.8 


791 


NC 001338 


Sulfolobus virus 1, complete genome 


.0.63 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


792 


U67563 


Methanococcus jannaschii section 105 of 150 of the complete genome 


0.11 


794 


U67549 


Methanococcus jannaschii section 91 of 150 of the complete genome 


0.21 


795 


AF293450 


Canis familiaris BPAGl-like gene sequence 


0.53 


797 


XMJ)29942 


Homo sapiens KIAA0877 protein (KIAA0877), mRNA 


1.4 


798 


BC009775 


Homo sapiens, Similar to hypothetical protein FLJ10842, clone 
MGC: 13398 IMAGE:4092662, mRNA, complete cds 


0.061 


799 


NM 008399 


Mus musculus integrin, alpha E, epithelial-associated (Itgae), mRNA 


0.24 


800 


NC 001733 


Methanococcus jannaschii small extra-chromosomal element, 
complete sequence 


2 


801 


Z98532 


S.pombe chromosome I cosmid clBl 


0.66 | 


802 


AL158132 


Human DNA sequence from clone RP3-323 A24 on chromosome 4. 
Contains GSSs and a putative CpG island, complete sequence [Homo 
sapiens] 


0.003 


803 


XM 007847 


Homo sapiens hypothetical protein from clone 24796 (LOC57146), 
mRNA 


5E-32 


804 


XMJ)15759 


Homo sapiens hypothetical protein MGC2615 (MGC2615), mRNA 


1E-48 


805 


XMJ)03799 


Homo sapiens protocadherin beta 10 (PCDHB10), mRNA 


0.71 


806 


AF098697 


Mandarina mandarins from Anijima population 16S ribosomal RNA 
gene, mitochondrial gene encoding mitochondrial product, partial 
sequence 


0.086 


807 


AE007509 


Streptococcus pneumoniae section 192 of 194 of the complete genome 


1.6 


808 


AY035064 


Arabidopsis thaliana unknown protein (T20O10_100/AT3g63000) 
mRNA, complete cds 


0.2 


809 


AE000595 


Helicobacter pylori 26695 section 73 of 134 of the complete genome 


0.046 


810 


Z75093 


S.cerevisiae chromosome XV reading frame ORF YOR185c 


0.11 


811 


M30825 


Drosophila melanogaster ovarian tumor protein isoforms (otu) gene, 
complete cds, alternatively spliced 


0.11 


812 


Y17004 


Suberites domuncula mRNA for monoubiquitin ! 


0.005 


813 


BC005104 


Homo sapiens, Similar to RIKEN cDNA 5830420C20 gene, clone 
IMAGE:3633379, mRNA, partial cds 


1.7 


814 


XM 029941 


Homo sapiens cadherin-like 22 (CDH22), mRNA 


t 0.0006 


815 


NM 003246 


Homo sapiens thrombospondin 1 (THBS1), mRNA 


0.23 


816 


U38414 


Canis familiaris junctional sarcoplasmic reticulum protein mRNA, 
complete cds 


0.21 


817 


XM 004000 


Homo sapiens chromodomain helicase DNA binding protein 1 
(CHD1), mRNA 


0.63 


818 


AF006062 


Ciyptococcus neofonnans var. grubii strain H99 urease (URE1) gene, 
complete cds 


1.7 


819 


XM 018303 


Homo sapiens hypothetical protein FLJ11565 (FLJ11565), mRNA 


0.07 . 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


820 


AE001164 


Borrelia burgdorferi (section 50 of 70) of the complete genome 


1.6 


821 


AF022969 


Caenorhabditis elegans cosmid C29G2 


0.2 


822 


AK021462 


Homo sapiens cDNA FIJI 1400 fis, clone HEMBA1000673 


! 1.6 


823 


Y10908 


B.cereus cysA and wapA genes 


0.0003 ! 


824 


U36892 


Triticum aestivum clone AC29 microsatellite sequence 


3.4 


825 


AF258615 


Dictyostelium discoideum LagC protein (lagC) gene, complete cds 


0.011 


826 


Z99763 


Flaveria pringlei gdcsH gene 


0.023 


827 


X71543 


B.tanrus microsatellite sequence INRA118 


7E-15 


828 


AF349526 


Arabidopsis thaliana putative 60S ribosomal protein (T6C23 . 18) 
mRNA, complete cds 


1.7 


829 


D87001 


Homo sapiens immunoglobulin lambda gene locus DNA, clone:47H9 
downstream contig 


0.007 


830 


XM 006470 


Homo sapiens radixin (RDX), mRNA 


2.4 


831 1 


AF191609 


Homo sapiens filamin (FLNB) gene, exon 21 


e-140 


832 


AF064754 


Homo sapiens nuclear inhibitor of protein phosphatase-1 (PPP1R8) 
gene, exon 4 


5.5 


833 


NC_001438 


Bean golden mosaic virus A component DNA, complete sequence 


0.57 


834 


D14567 


Penicillium urticae mitochondrial 1-rRNA (large rRNA) gene and its 
flanking region 


0.23 


835 


AP000301 


Homo sapiens genomic DNA, chromosome 21q22.1, D21S226-AML 
region, clone:D16B8, complete sequence 


0.5 


836 


NM 014147 


Homo sapiens HSPC047 protein (HSPC047), mRNA 


1E-90 


837 


AF296100 


Porcine teschovirus strain DS 562/91 polyprotein gene, complete cds 


1.3 


838 


AK020740 


Mus musculus adult male spinal cord cDNA, RKEN full-length 
enriched library, clone: A330106M24, full insert sequence 


1.6 


839 


XMJH5585 


Homo sapiens hypothetical protein FLJ11085 (KIAA1434), mRNA 


3E-16 


840 


AF115104 


Homo sapiens glutaredoxin (GLRX) gene, exon 1 


1.3 


841 


AF094673 


Mus musculus Sosl gene, intron 


3E-26 


842 


AK025101 


Homo sapiens cDNA: FLJ21448 fis, clone COL04473 


5E-93 


843 


M85276 


Homo sapiens NKG5 gene, complete cds 


0.039 


844 


AK022390 


Homo sapiens cDNA FLJ12328 fis, clone MAMMA1002145 


0.018 


845 


AF269767 


Staphylococcus epidennidis strain SRI clone step.l023b06 genomic 
sequence 


0.47 


846 


NM 005916 


Homo sapiens minichromosome maintenance deficient (S. cerevisiae) 
7 (MCM7), mRNA 


4.5 


847 


AF209976 


Rattus norvegicus stromal cell-derived factor 1 (SDF-1) mRNA, 
complete cds 


1.3 


848 


NM 017078 


Rattus norvegicus Acetylcholine receptor alpha 5 (Chrna5), mRNA 


0.95 


849 


AF269324 


Staphylococcus epidennidis strain SRI clone step.l002al2 genomic 
sequence 


0.16 
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SEQBD 
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850 


AK008669 


Mus musculus adult male stomach cDNA, RIKEN full-length 
enriched library, clone:2210008F06, full insert sequence 


4.3 


851 


XM_044217 


Homo sapiens Ran binding protein 11 (LOC51194), mRNA 


0.44 


852 


XMJ>11510 


Homo sapiens CDC5 (cell division cycle 5, S. pombe, homolog)-like 
(CDC5L), mRNA 


0.056 


853 


AF068574 


Arabidopsis thaliana ferulate-5-hydroxylase (F5H) gene, complete cds 


0.042 


! 854 


AE003072 


Drosophila melanogaster genomic scaffold 142000013386025, 
complete sequence 


1.4 


855 


AF159462 


Escherichia coli EHEC factor for adherence (efal) gene, complete cds 


0.42 


856 


AF1 10797 


Rattus norvegicus GABAB1 receptor (GABABR1) gene, exons 10 
through 20 and alternatively spliced products, complete cds 


1.6 


857 


AF3 19172 


Homo sapiens cGMP-specific phosphodiesterase type 5A (PDE5A) 
gene, partial cds 


0.6 


858 ! 


U90299 


Human chromosome 10 duplicated adrenoleukodystrophy (ALD) 
gene, 3' breakpoint sequence 


0.0000003 


859 


AL050065 


Homo sapiens mRNA; cDNA DKFZp566M043 (from clone 
DKFZp566M043) 


0.006 


860 


U32802 


Haemophilus influenzae Rd section 117 of 163 of the complete 
genome 


1.4 


861 


AK001127 


Homo sapiens cDNA FLJ10265 fis, clone HEMBB1001014 


0.17 


• 862 


AB042995 


Plecoglossus altivelis DNA, microsatellite, clone:Pal-3* 


0.45 ! 


863 


NM 004668 


Homo sapiens maltase-glucoamylase (alpha-glucosidase) (MGAM), 
mRNA 


0.001 


864 


NM 021697 


Rattus norvegicus neuronal potassium channel alpha subunit (Kv8.1), 
mRNA 


0.19 


865 


Z28173 


S.cerevisiae chromosome XI reading frame ORF YKL173w 


0.035 


866 


XM 051783 


Homo sapiens hypothetical protein FLJ11712 (FLJ11712), mRNA 


1.1 


1 867 


X92498 


M. musculus fkh-6 gene 


0.99 


868 


XM 041339 


Homo sapiens similar to phosphodiesterase 4D interacting protein 
(myomegalin) (H. sapiens) (LOC91892), mRNA 


1.5 


869 


AL590401 


Human DNA sequence from clone RP1 1-466P12 on chromosome 6, 
complete sequence [Homo sapiens] 


0.16 


870 


Z68758 


Human DNA sequence from clone LL22NC03-85E10 on chromosome 
22 Contais GSSs, complete sequence [Homo sapiens] 


0.021 


871 


Z34916 


O.aries DNA for natural resistance associated macrophage protein 


4.6 


872 


NM 009253 


Mus musculus serine protease inhibitor-2 related sequence 1 (Spi2- 
rsl), mRNA 


1.5 


873 


AY024283 


Oryza sativa microsatellite MRG6608 containing (TGTA)X6, 
genomic sequence 


3.8 


874 


Z36108 


S.cerevisiae chromosome II reading frame ORF YBR239c 


1.6 


875 


XM 008791 


Homo sapiens hypothetical protein (LOC51320), mRNA 


0.14 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


876 


X89383 


R.norvegicus raRNA for SNFl-related kinase 


0.18 | 


877 


XM 002378 


Homo sapiens uncharacterized hypothalamus protein HT010 (HT010), 
mRNA 


0 


879 


XM_047537 


Homo sapiens DKFZP434C153 protein (DKFZP434C153), mRNA 


0.003 | 


880 


XM_006700 


Homo sapiens checkpoint with forkhead and ring finger domains 
(CHFR), mRNA 


4E-27 


881 


NC_002756 


Mertensiella luschani mitochondrion, complete genome 


2.1 


882 


M90915 j 


Human immunodeficiency virus type 1, viral sample LC01.DA11, V3 
region 


0.019 


883 


AB011534 


Rattus norvegicus mRNA for MEGF8, partial cds 


0.19 


885 


AF364468 


Simian-Human immunodeficiency virus clone 201/26w 1 envelope 
glycoprotein (env) gene, partial cds 


1.4 


886 


XMJ)05320 


Homo sapiens cerberus 1 (Xenopus laevis) homolog (cysteine knot 
superfamily) (CER1), mRNA 


0.63 


887 


AC079875 


Homo sapiens clone CTD-2333B13, complete sequence 


0.024 


888 


NM 032394 


Mus musculus myosin Vllb (Myo7b), mRNA 


6.6 


889 


AF209448 


Borrelia hermsii plasmid cp32-like EcoRI-cut fragment #3 


1.8 


890 


AK008242 


Mus musculus adult male small intestine cDNA, RIKEN full-length 
enriched library. clone:2010015A19, full insert sequence 


0.065 


891 


AF305851 


Homo sapiens clone 16 ribosomal RNA intergenic spacer region, 
partial sequence 


2 


892 


XM 047604 


Homo sapiens coproporphyrinogen oxidase (coproporphyria, 
harderoporphyria) (CPO), mRNA 


0.22 


893 


AF211133 ! 


Carsonella raddii natural-host Qenarytaina eucalypti tryptophanyl- 
tRNA synthetase (trpS) gene, partial cds; 16S ribosomal RNA, 23 S 
ribosomal RNA, and 5S ribosomal RNA genes, complete sequence; 
transaldolase (tal) and alkyl hydroperoxide reductase smal> 


0.2 


894 


AY047513 


Drosophila melanogaster GH0 1880 full length cDNA 


8.8 


896 


AL158132 


Human DNA sequence from clone RP3-323 A24 on chromosome 4. 
Contains GSSs and a putative CpG island, complete sequence [Homo 
sapiens] 


0.0001 ] 


897 


Z21978 


B.napus Myr2.Bnl gene encoding myrosinase, thioglucoside 
glucohydrolase 


1.4 


898 


X95904 


L.esculentum mRNA for 14-3-3 protein, TFT6 


0.81 


899 


Z48930 


C.caldarium mitochondrial genes (lOkb) 


0.27 


900 


XMJ)38535 


Homo sapiens KIAA1074 protein (KIAA1074), mRNA 


0.4 


901 


AF016898 


Homo sapiens B-ATF gene, complete cds 


0.002 


902 


XM 051951 


Homo sapiens similar to PRO0097 protein (H sapiens) (LOC93544), 
mRNA 


0.003 


903 


X89383 


Rnorvegicus mRNA for SNFl-related kinase 


0.23 


904 


AF056336 


Danio rerio bone morphogenetic protein 4 precursor (BMP4) gene, 
complete cds 


0.002 


905 


U34339 


Protopterus aethiopicus 28S ribosomal RNA gene, partial sequence 


1E-09 ) 
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SEQu) 
NO 
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DESCRIP 


P VALUE 


906 


XM 041974 


Homo sapiens hypothetical gene supported by AK025102 
(LOC91974), mRNA 


0.06 


AAnr 

907 


D14567 


Penicillium urticae mitochondrial 1-rRNA Qarge rRNA) gene and its 
flanking region 


0.26 


908 


AL035632 


Drosophila melanogaster BAC clone BACN32G1 1 


0.52 


909 


AF220354 


Drosophila melanogaster mitotic kinesin-like motor protein CENP- 
ana (cana) mRNA, complete cds 


0.86 


910 


U67484 


Methanococcus jannaschii section 26 of 150 of the complete genome 


2.6 


911 


Y13853 


Drosophila erecta clone Erl inactive Bari-1 family transposon 


0.17 


912 


AL137643 


Homo sapiens mRNA; cDNA DKFZp586A2324 (finom clone 
DKFZp586A2324) 


1.3 


913 


AE006618 


Streptococcus pyogenes Ml GAS strain SF370, section 147 of 167 of 
the complete genome 


1.4 


914 


Z46663 


M.musculus DNA for growth hormone gene and promoter 


0.005 


915 


AF197225 


Emericella nidulans TUPA (tupA) gene, complete cds 


0.65 


916 


[ L20594 


Human annexin in (ANX3) gene, exon 4 


0.028 


917 


AB040730 


Clostridium haemolyticum genes for 16S rRNA, tRNA-Ala, tRNA-De, 
23S rRNA, partial and complete sequence 


0.31 


918 


L10162 


Human variable number tandem repeat (VNTR) region, allele 13R4 3' 
to collagen type n (COL2A1) gene 


0.19 


919 


L35061 


Bacteriophage phi-41 orfs Ll-12, complete cds's, orf 13, 5' end 


0.75 


920 


AK018618 


Mus musculus adult male cecum cDNA, RIKEN full-length enriched 
libraiy, clone:9130014E20, full insert sequence 


0.72 


921 


AC024865 


Caenorhabditis elegans cosmid Y74C10AL, complete sequence 


0.083 


922 


Z65965 


H.sapiens CpG island DNA genomic Msel fragment, clone 69g7, 
reverse read cpg69g7.rtlb 


0.46 


923 


AF364335 


Influenza A virus (A/Goose/Guangdong/3/97(H5Nl)) segment 6 
neuraminidase (NA) gene, complete cds 


0.46 


924 


M83534 


A.thaliana isocitrate lyase gene, 5' end 


0.003 


925 


AE001390 


Plasmodium falciparum chromosome 2, section 27 of 73 of the 
complete sequence 


0.0001 


926 


AK023864 


Homo sapiens cDNA FLT13802 fis, clone THYRO1000186 


0 


j 927 


XM 010575 


Homo sapiens LOC87729 (LOC87729), mRNA 


1.3 


928 


L16771 


Drosophila simulans suppressor of forked (su(f)) gene sequence 


0.17 


931 


BC001815 


Homo sapiens, clone IMAGE:2989261, mRNA 


2E-33 ! 


932 


BC008580 


Homo sapiens, clone MAGE:4 179986, mRNA, partial cds 


1.4 


933 


D32063 


Human gene for 2-oxoglutarate dehydrogenase, exon 14, 15, 16, 17, 
18 and 19 sequence 


0.058 


934 


XM 028551 


Homo sapiens hypothetical gene supported by AK026706 
(LOC90063), mRNA 


0.003 


935 


M87298 


Chicken neuropeptide Y gene, exons 1-3 


2.1 1 


936 


AE006100 


Pasteurella multocida PM70 section 67 of 204 of the complete genome 


1.5 


937 


L77040 


Homo sapiens (subclone 8_cll from PI H22) DNA sequence 


9E-14 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


938 


AF016349 


Homo sapiens hexokinase I (HK1) gene, exon 1R and exon 1, 
alternatively spliced 


2 


939 


BC001393 


Homo sapiens, hypothetical protein, clone MGC:782 
IMAGE:3051397, mRNA, complete cds 


0.054 


940 


AK024092 


Homo sapiens cDNA FLJ14030 fis, clone HEMBA1004086 


0.025 


941 


AJ244013 


Ectromelia virus proviral spi-3 gene for serine proteinase inhibitor, 
strain Hampstead (egg) 


43 


942 


AK000184 


Homo sapiens cDNA FLJ20177 fis, clone COL09966, highly similar 
toY08136H 


0 


943 


U67528 


Methanococcus jannaschii section 70 of 150 of the complete genome 


0.22 


j 944 


AF065599 


Schistosoma mansoni annexin mRNA, complete cds 


0.64 


945 


AK020851 


Mus musculus adult retina cDNA, RIKEN full-length enriched 
library, clone: A9300 13F10, full insert sequence j 


2.7 


946 


AF067228 


Buchnera aphidicola bacterioferritin comigratoiy protein (bcp) gene, 
partial cds; chorismate synthase (aroC), ATP 
phosphoribosyltransferase (hisG), histidinol dehydrogenase (hisD), 
histidinolphosphate aminotransferase (hisC), 
imidazoleglycerolphosphate> 


0.021 


947 


XM_049755 


Homo sapiens hypothetical gene supported by AL137578 
(LOC93 193), mRNA 


0.19 


948 


M14657 


Bovine thrombomodulin mRNA, 3' end 


0.004 


949 


AF312917 


Plasmodium falciparum reticulocyte binding protein 2 homolog B 
gene, complete cds 


4.6 


950 


U13067 


Drosophila melanogaster Twin of m4 (Tom) gene, complete cds; and 
Brd gene, promoter region and 5TJTR, partial sequence 


0.025 


951 


AL1 13476 


Botiytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


4.1 


952 


XM 048492 


Homo sapiens talin 1 (TLN1), mRNA 


5E-50 


953 


M19686 


Bovine interstitial retinol binding protein (IRBP) mRNA, 3' flank 


0.0003 


954 


M69188 


Cotton legumin A D-genome alloallele gene, complete cds 


0.072 


955 


AK016519 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4932411G06, full insert sequence 


0.65 


956 


X53545 


T. cruzi mRNA for SA85-1.1 protein 


0.023 


957 


U67557 


Methanococcus jannaschii section 99 of 150 of the complete genome 


0.015 


958 


AL136165 


Human DNA sequence from clone RP5-863M1 1 on chromosome 6, 
complete sequence [Homo sapiens] 


7E-12 


959 


AE006697 


Sulfolobus solfataricus section 56 of 272 of the complete genome 


2 


960 


AB056323 


Macaca fascicularis brain cDNA, clone:QflA-10392 


0.56 


961 


XM 015216 


Homo sapiens cytochrome b5 outer mitochondrial membrane 
precursor (CYB5-M), mRNA 


0.25 


962 


U88513 


Flexamia pyrops NADH dehydrogenase 1 gene, mitochondrial gene 
encoding mitochondrial protein, complete cds 


0.025 


963 


NM 007869 


Mus musculus DnaJ-like protein 1 (Dnajll), mRNA 


1.5 


964 


AE002349 


Chlamydia muridarum, section 76 of 85 of the complete genome 


0.51 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


965 


AF039714 


Caenorhabditis elegans cosmid T13E5 


1.8 


966 


AF111813 


Plasmodium falciparum 1-deoxy-D-xylulose 5-phosphate 
reductoisomerase (dxr) gene, complete cds 


1.3 


967 


AE000425 


Escherichia coli K12 MG1655 section 315 of 400 of the complete 
genome 


0.002 


968 


AF108658 


Homo sapiens p5327 mRNA, complete cds 


0.57 


969 


X82329 


A.hypogaea chi2.1 gene for chitinase (class II) 


3.6 


970 


AK026575 


Homo sapiens cDNA: FLJ22922 fis, clone KAT06722 


1.5 


971 


AB016605 


Bombyx mori gene for peptidoglycan recognition protein, complete 
cds 


0.0002 


972 


AB009629 


Avian rotavirus RNA for VP 1, complete cds 


1.4 


973 


AK020413 


Mus musculus 12 days embryo embryonic body between diaphragm 
region and neck cDNA, RIKEN full-length enriched library, 
clone:9430013L14, full insert sequence 


0.095 


974 


AF013754 


Gallus gallus transcription factor RREB-1 (rreb-1) mRNA, complete 
cds 


3.4 


975 


V01390 


Trypanosoma brucei kinetoplast DNA maxicircle fragment encoding 
two very small ribosomal RNAs, a 12S rRNA homologous to E.coli 
23S rRNA and a 9S rRNA homologous to 16S rRNA 


0.18 


976 


AL1 12360 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


0.22 


977 j 


AF389904 


Danaus chrysippus orientis 12S ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.022 


979 


X96999 


P.vulgaris YprlO gene 


1.5 


980 


AL1 10480 


Caenorhabditis elegans cosmid Y24F12A, complete sequence 


0.16 


981 


AJ387746 


Weldenia Candida chloroplast tRNA-Leu intron and trnL-F intergenic 
spacer 


1.8 


982 


AE001377 


Plasmodium falciparum chromosome 2, section 14 of 73 of the 
complete sequence 


0.002 


983 


U26946 


Gallus gallus inhibin beta A subunit mRNA, complete cds 


2.1 


984 


AC091651 | 


Homo sapiens clone RP11-17D6, complete sequence 


2E-76 


985 


AF143382 


Arabidopsis lyrata pistillata gene, complete cds 


0.02 


986 


Z29969 


E.histolytica plasmid genes for ribosomal RNA and hemolysins 
HLY1, HLY5mcl HLY5mc2 HLY4 


0.02 


987 


XM 001301 


Homo sapiens KIAA0469 gene product (KIAA0469), mRNA 


0.022 


988 


AB007638 


Bacillus subtilis genomic DNA containing gutA to cotA region, 48 
degree 


0.021 


989 


XM_012394 


Homo sapiens myosin EXA (MY09A), mRNA 


7E-09 


990 


AF258322 


Zenaida galapagoensis beta fibrinogen gene, intron 7 and partial cds 


5 


991 


XM 048778 


Homo sapiens similar to coagulation factor VIQ, procoagulant 
component (hemophilia A) (H. sapiens) (LOC93021), mRNA 


0.73 


992 


AB056815 


Macaca fascicularis brain cDNA clone:QflA-15307, full insert 
sequence 


6.4 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


993 


AJ403948 


Homo sapiens partial SLC22A3 gene for organic cation transporter 3, 
exons 3-4 


0.008 


994 


AF069188 


Ephedrus laevicollis NADH dehydrogenase 1 gene, mitochondrial 
gene encoding mitochondrial protein, partial cds 


0.082 


995 


AF282920 


Staphylococcus aureus quinone oxidoreductase and glycine betaine 
transporter genes, complete cds 


6.6 


996 


AB031325 


Homo sapiens gene for calcium-sensing receptor, exons, promoter 
region 


0.081 


997 


AE001421 


Plasmodium falciparum chromosome 2, section 58 of 73 of the 
complete sequence 


0.74 


998 


AF323615 


Rattus norvegicus phosphoinositide-specific phospholipase C epsilon 
mRNA, complete cds 


2.3 


999 


AF305103 


Picea abies clone 1PABC5D3 hypermethylated genomic sequence 


0.25 


1000 


AY022117 


Oryza sativa microsatellite MRG4442 containing (TQX17, closest to 
marker RG450, genomic sequence 


0.7 


1001 


NMJ)23324 


Mus musculus pellino 1 (Pelil), mRNA 


0.26 


1002 


X06329 


Mouse repetitive sequence LIMd-F type 5 'end (1G-6) 


0.73 


1003 


AE001173 


Borrelia burgdorferi (section 59 of 70) of the complete genome 


0.24 


1004 


AK021535 


Homo sapiens cDNAFLJ11473 fis, clone HEMBA1001712 


0.25 


1005 


U90529 


Plasmodium vivax SV-5 Pv200 high-binding region I gene, partial cds 


0.24 


1006 


XMJ)03560 


Homo sapiens MAD2 (mitotic arrest deficient, yeast, homolog)-like 1 
(MAD2L1), mRNA 


4E-26 


1007 


AF315106 


Homo sapiens isolate HERV-H-P A9 long terrninal repeat, partial 
sequence 


0.000001 


1008 


U25177 


Helobdella robusta cyclih A mRNA, partial cds 


0.025 


1009 


NM_021401 


Mus musculus secreted and transmembrane 1 (Sectml), mRNA 


0.084 | 


1010 


AF339813 


Homo sapiens clone IMAGE:297403, mRNA sequence 


2 


1011 


AF020599 


Equus caballus insulin-like growth factor 2 (IGF2) gene, partial cds 


0.38 


1012 


BC001815 


Homo sapiens, clone MAGE: 2989261, mRNA 


7E-43 


1013 


AJ297945 


Frankia sp. ArD cryptic plasmid pFQ31 ORF AF, korSAF gene, ORF 
CrF, ORF DrF, repF gene, ORF FrF, ORF GF, ORF HF, ORF JF, 
ORFKrF, ORFLrF, ORFMF, ORFNrF, ORF OF, ORFPrF, parAF 
gene and ORF SrF 


0.64 


1014 


Z71327 


S.cerevisiae chromosome XIV reading frame ORF YNL051w 


0.61 


1015 


XM 031156 


Homo sapiens hypothetical gene supported by AB007970 
(LOC90360), mRNA 


0.003 


1016 


XMJ)07274 


Homo sapiens hypothetical protein FLJ10242 (FLJ10242), mRNA 


0.029 


1017 


AE001495 


Helicobacter pylori, strain J99 section 56 of 132 of the complete 
genome 


0.076 


1018 


AK024606 


Homo sapiens cDNA: FLJ20953 fis, clone ADSE01979 


| e-109 


1019 


AF049434 


Melaleuca lateritia 5S ribosomal RNA gene, partial sequence; and 5S 
ribosomal RNA intergenic spacer, complete sequence 


1.9 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1020 


AF078543 


Pestivirus type 4 strain MN fetus polymerase (NS5b) gene, partial cds 


0.68 


1021 


M63636 


Streptococcus thermophilus beta-D-galactosidase (lacZ) gene, 
complete cds 


0.6 


1022 


AJ270226 


Entodinium caudatum partial mRNA for putative glycosyltransferase, 
clone L48 


0.67 


1023 


M59429 


T. thennophila F-antigen (tfa) gene, complete cds 


0.009 


1024 


X77801 


S.beecheyi genomic DNA with direct repeats and integrated Hepatitis 
B virus 


1.9 


1025 


AL590109 


Human DNA sequence from clone RP1 1-405 J10 on chromosome 10, 
complete sequence [Homo sapiens] \ 


6E-84 


1026 


AF269904 


Staphylococcus epidermidis strain SRI clone step.l029hl0 genomic 
sequence 


0.076 


1027 


AL591343 


Human DNA sequence from clone RP1 1-260H5 on chromosome 6, 
complete sequence [Homo sapiens] 


0.22 


1028 


Z12986 


O.aries rearranged T-cell receptor delta 


0.78 


1029 


AY042836 


Arabidopsis thaliana Unknown protein mRNA, complete cds 


0.25 


1030 


X00117 


Galago Alu repeat type I, GAL9 


0.0001 


1031 


XM 015858 


Homo sapiens Werner syndrome (WRN), mRNA 


6.6 


1032 


M27444 


Bos taurus (clone pTKD7) dopamine and cyclic AMP-regulated 
neuronal phosphoprotein (DARPP-32) mRNA, complete cds 


0.63 


1033 


AF272852 


Arabidopsis thaliana beta 1,2-xylosyltransferase mRNA, complete cds 


0.77 


1034 


L08174 


Romanomermis culicivorax mitochondrial NADH dehydrogenase 
subunits 6 and 3 (ND6, ND3) cytochrome P450-like protein genes, 
complete CDS 


0.084 


1035 


AF387598 


Nicotiana tabacum EPSP synthase 1 (EPSPS1) gene, partial cds 


0.007 


1036 


AF157094 


Sarcophilus harrisii mitochondrial DNA control region, partial \ 
sequence 


0.23 


1037 


XM_046761 


Homo sapiens hypothetical gene supported by AK000735 
(LOC92705), mRNA 


0.66 


1038 


AF348479 


Bos taurus myostatin gene, partial cds 


6.1 


1039 


XM_050269 


Homo sapiens solute carrier family 1 (glial high affinity glutamate 
transporter), member 3 (SLC1A3), mRNA 


0.21 


1040 


AF164967 


Canine distemper virus strain A75/17, complete genome 


7.1 


1041 


AB028634 


Flammulina velutipes mitochondrial gene for RNA polymerase, DNA 
polymerase, complete and partial cds 


0.086 


1042 


AF3 12925 


Homo sapiens cryptic (CFC1) gene, complete cds 


0.000004 


1043 


U67596 


Methanococcus jannaschii section 138 of 150 of the complete genome 


0.26 


1044 


L04631 


Human cholesterol 7 alpha-hyroxylase (CYP7) gene, exon 3 


| 0.009 


1045 


U50336 


Mus musculus Ah receptor gene, promoter region and exon 1, partial 
sequence 


2.1 


1046 


AF105001 


Mus musculus Fabl098 immunoglobulin light chain variable region 
mRNA, partial cds 


0.8 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1047 


U55276 


Rattus norvegicus microtubule-associated protein IB gene, promoter 
region 


0.79 


1048 


AF056302 


Drosophila melanogaster eIF-2alpha kinase (GCN2) mRNA, complete 
cds 


0.63 


1049 


NC 001322 


Drosophila yakuba mitochondrion, complete genome 


0.24 


1050 


AF097036 


Oreina coerulea cytochrome oxidase subunit I gene, partial cds; 
mitochondrial gene for mitochondrial product 


0.23 


1051 


L12148 


Pasteurella haemolytica-like sp. pllktC, pllktB, pUktD, and leukotoxin 
structural protein (pllktA) genes, complete cds 


0.21 


1052 


AB005153 


Mus musculus DNA for DNA dependent protein kinase catalytic 
subunit, exon 5, 6, 7 


0.006 


1053 


AF126733 


Brassica oleracea var. italica floral homeotic protein pseudogene, 
partial sequence 


2.1 


1054 


AF090900 


Homo sapiens clone HQ0189 PRO0189 mRNA, complete cds 


0.000001 


1055 


AJ223260 : 


Chromodoris purpurea mitochondrial COI gene, partial 


0.007 


1056 


AF089052 


Pseudoleistes virescens cytochrome b (cytb) gene, mitochondrial gene 
encoding mitochondrial protein, partial cds 


0.77 


1057 


AL138748 


Human DNA sequence from clone RP4-732E19 on chromosome 
Xq21.1-21.33 Contains GSSs, complete sequence [Homo sapiens] 


0.59 


1058 


AL132767 


Human DNA sequence from clone RP5-819L10 on chromosome 6ql2- 
13. Contains GSSs, complete sequence [Homo sapiens] 


5 


1059 


AF032670 


Lucilia cuprina Notch homolog (Scl) gene, exon B 


0.055 


1060 


AE001371 


Plasmodium falciparum chromosome 2, section 8 of 73 of the 
complete sequence 


0.062 


1061 


AY039845 


Arabidopsis thaliana Atlg35160/T32G9_30 mRNA, complete cds 


4.6 


1062 


AF365189 


Sindoropsis le-testui tRNA-Leu (trnL) gene, partial intron sequence; 
chloroplast gene for chloroplast product 


0.11 


1063 


U60591 


Drosophila melanogaster kuzbanian (kuz) mRNA, complete cds 


0.41 


1064 


AJ297052 


Homo sapiens SDS-stable vimentin-bound DNA fragment 
HEF42VIM12 


4E-09 


1065 


AB023191 


Homo sapiens mRNA for KIAA0974 protein, partial cds 


I 0.23 


1066 


AK021989 


Homo sapiens cDNA FL Jl 1927 fis, clone HEMBB 1000402 | 


0.33 


1067 


XM 038524 


Homo sapiens hypothetical protein FLJ23059 (FLJ23059), mRNA 


e-169 


1068 


XM 045967 


Homo sapiens estrogen receptor 1 (ESRi), mRNA 


4.9 


1069 


AF354258 


Homo sapiens polynucleotide kinase-3 '-phosphatase (PNKP) gene, 
complete cds 


0.66 


1070 


AJ404320 


Posidonia oceanica medium repetitive sequence, clone pPopm6 


0.038 


1071 


NC 002756 


Mertensiella luschani mitochondrion, complete genome 


4.9 


1072 


Z68886 


Human DNA sequence from cosmid L21F12, Huntington's Disease 
Region, chromosome 4pl6.3 


2E-10 


1073 


AE001370 


Plasmodium falciparum chromosome 2, section 7 of 73 of the 
complete sequence 


0.025 
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SEQDD 
NO 


ACCESSN 


DESCRJDP 


P VALUE 


1074 


XM 033521 


Homo sapiens hypothetical protein FLJ10357 (FLJ10357), mRNA 


1.5 


1075 


U02239 


Mycoplasma genitalium random genomic clone xd5, partial cds 


0.006 | 


1076 


AE006395 


Lactococcus lactis subsp. lactis IL1403 section 157 of 218 of the 
complete genome 


0.32 


1077 


AY023826 


Oryza sativa microsatellite MRG6151 containing (ATAQX8, 
genomic sequence 


0.031 


1079 


X63213 


B.tanrus Q-B12 mRNA for ubiquinone oxidoreductase complex 


7 


1080 


AK021648 


Homo sapiens cDNA FU11586 fis, clone HEMBA1003720 


3E-13 


1081 


AF246689 


Dictyostelium discoideum ABC transporter mdrAl (MDRA1) and 
ABC transporter mdrA2 (MDRA2) genes, complete cds 


0.67 


1082 


AB016100 


Oryza sativa LINE retrotransposon, endonuclease region of RILN5 


0.068 


1083 


U93157 ! 


Orestias species mitochondrial control region, allele SRT1, partial 
sequence 


6.9 


1084 


AF173373 


Caenorhabditis elegans transmembrane protein NDG-4 (ndg-4) 
mRNA, complete cds 


1.8 


1086 


AJ3 10640 


Turkey coronavirus genomic RNA for partial spike glycoprotein (s 
gene), 3a protein (gene 3), 3b protein (gene 3), E protein (gene 3) and 
partial M protein (gene 4), strain turkey/UK/4 12/00 


2 


1087 


M21953 


Duck hepatitis B virus, complete genome 


0.086 


1088 


AF332583 


Homo sapiens stratum corneum chymotryptic enzyme (KLK7) gene, 
complete cds, alternative transcripts 


2.1 


1089 


AY037894 


Glomus intraradices phosphate transporter mRNA, partial cds 


0.084 


1091 


NM 020078 


Rattus norvegicus a disintegrin and metalloproteinase domain 1 
(fertilin alpha) (Adaml), mRNA 


0.51 


1092 


AF282531 


Homo sapiens clone 18qtel_c30t7 sequence 


0.003 


1093 


AF324424 


Ichthyophthirius multifiliis immobilization antigen isoform (IAG52A) 
gene, complete cds 


0.56 


1094 


AJ404320 


Posidonia oceanica medium repetitive sequence, clone pPopm6 


0.075 


1096 


Z46803 


V.narbonensis mRNA for legumin A precursor 


2.2 


1097 


XM 050195 


Homo sapiens similar to hypothetical protein HJ14751 (H sapiens) 
(LOC93274), mRNA 


5.7 


1098 


AJ246004 i 


Homo sapiens RET gene, 5' genomic fragment 


0.00004 


1099 


AY031051 


HIV-1 isolate NC4057-1999 from USA pol poryprotein (pol) gene, 
partial cds 


0.23 


1100 


AE002146 


Ureaplasma urealyticum section 47 of 59 of the complete genome 


0.26 


1101 


Z23650 


H. sapiens (D1S436) DNA segment containing (CA) repeat; clone 
AFM217zc3; single read 


0.001 


1102 


D73382 


Sugarbeet mitochondrial gene for ORFB, complete cds 


0.73 


1103 


U67503 


Methanococcus jannaschii section 45 of 150 of the complete genome 


0.69 


1104 


AL590376 


Human DNA sequence from clone RP1 1-22P2 on chromosome Xq23- 
24, complete sequence [Homo sapiens] 


0 


1106 


D14636 


Mouse mRNA for PEBP2al protein, complete cds 


0.61 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1107 


Y14622 


Mus musculus Tnfr2 gene, exon 4 to exon 8 


0.71 


1108 


AF130049 


Homo sapiens clone FLB341 1 PRO0852 mRNA, complete cds 


0 065 


1109 


AJ011009 


Glycine max cytosolic giutamine synthetase (gsl5) gene promoter 


0.007 


1110 


XM 043523 


Homo sapiens Rho guanine exchange factor (GEF) 11 (ARHGEF11), 
mRNA 


0.7 


1111 


Z77974 


ttsapiens flow-sorted chromosome 6 HindTTT fragment, SC6pA5D12 


0.001 


1112 


AJ002513 


Schizosaccharomyces pombe cmbl gene 


8.2 


1113 


AF098878 


Homo sapiens APAF1 gene, exons 6 and 7 


1.9 


1114 


M14080 


Heipesvirus saimiri thymidylate synthase gene, complete cds 


0.023 


1115 


U44838 


Glycine max extensin (SbHRGP3) gene, complete cds 


0.76 


1116 


Y15491 


Pongo pygmaeus gene encoding fertilin alpha 


2.1 


1117 


U43145 


Plasmodium chabaudi repeat organellar protein gene, complete cds 


0.25 


1118 


Z81524 


Caenorhabditis elegans cosmid F32H5, complete sequence 


0.009 


1119 


AF052957 


Homo sapiens type XV collagen (COL15A1) gene, exons 3 and 4 


2.2 


1120 


U67523 


Methanococcus jannaschii section 65 of 150 of the complete genome 


0.001 


1121 


AL121807 


S.pombe chromosome III cosmid cl32 


0.19 


1122 


X59280 


S.douglasii gene for cytochrome b 


0.29 


1123 


XM 030915 


Homo sapiens KIAA0673 protein (KIAA0673), mRNA 


5E-19 


1124 


X99254 


P.falciparum gene encoding primase, small subunit 


0.084 


1125 


AC004214 


Homo sapiens clone UWGC:m32agapfrom 6p21, complete sequence 


0.009 


1126 


AF061244 


Afiroevbe aeserita B tvoe DNA tjolvmerase fMtnoft eerie crrninletp 
cds; tRNA-Asn gene, complete sequence; and unknown genes, 
mitochondrial genes for mitochondrial products 


0.001 


1127 


AK001125 


Homo sapiens cDNA FLJ10263 fis, clone HEMBB 1000991 


0 


1128 


L41046 


Pisum sativum endo-l,4-beta-gJucanase (EGL1) gene, complete cds 


0.0001 


1129 


XM 008099 


Homo sapiens integrin, alpha L (antigen CD11A (pi 80), lymphocyte 
function-associated antigen 1; alpha polypeptide) (TTGAL), mRNA 


2E-18 


1130 


AE000049 


Mycoplasma pneumoniae M129 section 31 of 63 of the complete 
genome 


0.75 


1131 


AY019627 


Oryza sativa microsatellite MRG1952 containing (AT)X40, closest to 
marker L128, genomic sequence 


0.024 


1132 


Z46383 


Bovine herpesvirus type 4 DNA for nonconserved region A 


4.3 


1133 


Y07893 


S.cerevisiae DNA fragment, right arm of chromosome VTJ 


.4.2 


1134 


XM 040867 


Homo sapiens sperm acrosome associated 1 (SPACA1), mRNA 


0.003 


1135 


XM 038693 


Homo sapiens solute carrier family 9 (sodium/hydrogen exchanger), 
isofonn 2 (SLC9A2), mRNA 


2 


1136 


NM 033074 


Mus musculus DNA segment, Chr 15, Wayne State University 59, 
expressed (D15Wsu59e), mRNA 


0.64 
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SEQID 
NO 


ACCESSN 


! DESCR1P 


P VALUE 


1137 


M97168 


Homo sapiens X (inactive)-specific transcript (XIST) complete exon 


3.4 


1138 


D13973 


Dictyostelium discoideum DNA for Dp87 protein, complete cds 


0.075 


1139 


AF303254 


Caenorhabditis elegans gene XL153 mRNA, complete cds 


2 


1140 


AB009926 


Cyphonocerus ruficollis mitochondrial DNA for 16S rRNA, partial 
sequence 


0.24 


1141 


NC.002660 


Cochliomyia hominivorax mitochondrion, complete genome 


0.0009 


1142 


AL096756 


Human DNA sequence from clone RP3-477J10 on chromosome 
22ql3.31-13.33 Contains a GSS, complete sequence [Homo sapiens] 


0.26 


1143 


XM 031937 


Homo sapiens hypothetical protein FUl 1 183 (FIJI 1183), mRNA 


2.2 


1144 


AE003025 


Drosophila melanogaster genomic scaffold 142000013385389, 
complete sequence 


0.22 


1145 


Z11702 


V.faba mRNA for polyphenol oxidase 


0.76 


1146 


XM_049924 


Homo sapiens calcium binding protein 5 (CABP5), mRNA 


5.6 


1147 


XM_047707 


Homo sapiens KIAA1265 protein (KIAA1265), mRNA 


1.6 


1148 


AY005256 


Xylocopa erythriria cytochrome b (cytb) gene, partial cds; 
mitochondrial gene for mitochondrial product 


0.086 


1151 


Z96679 


Hsapiens telomeric DNA sequence, clone 7PTEL026, read 
7PTELOO026.seq 


9E-34 


1152 


AJ001677 


Branchiostoma floridae mRNA for phenylalanine hydroxylase, partial 


0.067 


1153 


J03252 


Human alkaline phosphatase (ALPP) gene, complete cds 


0.65 


1154 


AK007179 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone: 17001 12 J16, full insert sequence 


0.24 


1155 


AK004093 


Mus musculus 18 days embryo cDNA, RIKEN full-length enriched 
library, clone: 1110034K09, full insert sequence 


6.7 


1156 


AF370142 


Arabidopsis thaliana unknown protein (T5I7. 1/At2g39710) mRNA, 
complete cds j 


1.7 


1157 


AF053649 


Homo sapiens cellular apoptosis susceptibility protein (CSE1) gene, 
exons 15 and 16 


0.006 


1158 


AL080199 


Homo sapiens mRNA; cDNA DKFZp434E082 (from clone 
DKFZp434E082) 


0.081 


1159 


AF267225 


Candidates Carsonella ruddii natural-host Tainarys sordida ATP 
synthase alpha subunit (atpA) gene, partial cds; ATP synthase gamma 
subunit (atpG) gene, complete cds; and ATP synthase beta subunit ! 
(atpD) gene, partial cds 


0.15 


1160 


AE000654 


Helicobacter pylori 26695 section 132 of 134 of the complete genome 


0.51 


1161 


AK007179 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone: 17001 12 J16, full insert sequence 


0.25 


1162 


NM_008787 


Mus musculus pericentrin (Pent), mRNA 


1.7 


1163 


AK024592 


Homo sapiens cDNA: FU20939 fis, clone ADSE01583 


0.077 


1164 


D13197 


Mouse gene for immunoglobulin diversity region Dl 


0.076 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1165 


AE001381 


Plasmodium falciparum chromosome 2, section 18 of 73 of the 
complete sequence 


0.073 


1166 


X68360 


Mfascicularis gene for apolipoprotein A-II 


0.0009 


1167 


X73032 


B.juncea ribosomal intergenic spacer 


0.023 


1168 


XM_037745 


Homo sapiens hypothetical gene supported by AL137266 
(LOC91332), mRNA 


0.21 | 


1169 


NM_017755 


Homo sapiens hypothetical protein FLJ20303 (FLJ20303), mRNA 


0.58 


1170 


XM 045819 


Homo sapiens cofilin 2 (muscle) (CFL2), mRNA 


2 


1171 


AE006349 


Lactococcus lactis subsp. lactis IL1403 section 111 of 218 of the 
complete genome 


0.12 


1172 


XM_030637 


Homo sapiens G protein-coupled receptor kinase 7 (GPRK7), mRNA 


1.6 


1173 


AK017298 


Mus musculus 6 days neonate head cDNA, RKEN full-length 
enriched library, clone:5430411K23, full insert sequence 


0.18 


1174 


AF154915 


Homo sapiens transcription factor HOXD12 (HOXD12) and 
transcription factor HOXD1 1 (HOXD11) genes, complete cds 


0.52 ! 


1175 


AF143066 


Lepidopilum scabrisetum ribosomal protein system 4 (rps4) gene, 
partial cds 


0.51 | 


1176 


AL391814 


Human DNA sequence from clone RP1 1-49A4 on chromosome 6, 
complete sequence [Homo sapiens] 


0.06 1 


1177 


AF003511 


Toxoneuron sp. 16S ribosomal RNA gene, partial sequence 


0.0000001 


1178 


AK022350 


Homo sapiens cDNA FLJ12288 fis, clone MAMMA1001783 


0.00002 


1180 


AF307986 


Mus musculus small inducible cytokine A21b (Scya21b) gene, 
complete cds 


0.021 


1181 


NM 022242 


Rattus norvegicus niban protein (Niban), mRNA 




1182 


Z57380 


HLsapiens CpG island DNA genomic Msel fragment, clone 173c2, 
forward read cpgl73c2.ftla 


0.13 


1183 


XM_043937 


Homo sapiens hypothetical protein MGC13033 (MGC13033), mRNA 


6.4 


1184 


L15439 


Geukensia demissa neuropeptide mRNA, complete cds 


0.24 


1185 


AJ251399 


Proechimys cayennensis mitochondrial cytb gene for cytochrome b 
(specimen voucher V-815) 


0.7 


1186 


U00053 


Caenorhabditis elegans cosmid K03F8 


0.62 j 


1187 


J00277 


Human (genomic clones lambda-[SK2-T2, HS578T]; cDNA clones 
RS-[3,4, 6]) c-Ha-rasl proto-oncogene, complete coding sequence 


7E-55 


1189 


X70677 


XLlaevis XFG 5-1 mRNA for zinc finger protein 


0.23 


1190 


AJ223323 


Saccharomyces cerevisiae mitochondrial tRNA-Tyr, tRNA-Asn, & 
tRNA-Met genes 


0.083 


1191 


XM 030479 


Homo sapiens KIAA1462 protein (KIAA1462), mRNA 


0.76 


1192 


AK016425 


Mus musculus adult male testis cDNA, RJKEN full-length enriched 
library, clone:4931403E03, full insert sequence 


0.00003 


1193 


AF092854 


Saguinus mystax visual pigment gene, P562 allele, intron 4 


0.0001 


1194 


AC025732 


Homo sapiens BAC clone RP11-1 16J19 from Y, complete sequence 


1.7 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1195 


AE002177 


Chlamydophila pneumoniae AR39, section 13 of 94 of the complete 
genome 


0.011 


1196 


M94732 


Plasmodium falciparum 15 kDa vesicular-like antigen gene, exons 1 
through 4 


0.009 


1197 


X76311 


Rsapiens endothelial nitric oxidase synthase gene, exons 15 and 16 


0.6 


1198 


L81756 


Homo sapiens (subclone l_g5 from PI H16) DNA sequence, complete 
sequence 


0.061 


1199 


Z82625 


R.prowazekii genomic DNA fragment (clone A396F) 


0.76 


1200 


XM_012528 


Homo sapiens protein kinase C, beta 1 (PRKCB1), mRNA 


2.1 


1201 


M27082 


S.cerevisiae GCN2 gene (which couples GCN4 expression to amino 
acid availability), complete cds 


0.21 


1202 


AK007856 


Mus musculus 10 day old male pancreas cDNA, RIKEN full-length 
enriched library, clone: 18 10054D07, full insert sequence 


6E-73 


1203 


M69188 


Cotton legumin A D-genome alloallele gene, complete cds 


0.076 


1204 


AB043132 


Thunnus thynnus DNA, microsatellite Ttho-6* partial sequence 


0.001 I 


1205 


AFO 19084 


Homo sapiens keratin 2e (KRT2E) gene, complete cds 


6 


1206 


U32784 ! 


Haemophilus influenzae Rd section 99 of 163 of the complete genome 


0.026 


1207 


XM_004699 


Homo sapiens ubiquitin-conjugating enzyme E2H (homologous to 
yeast UBC8) (UBE2H), mRNA 


2 ! 


1208 


AF375643 


Pongo pygmaeus HERV-K-GC1 preintegration site sequence 


2.2 


1209 


AK007179 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone: 1700 112J16, full insert sequence 


0.22 


1210 


AF182214 


Glycine max glutamine synthetase gamma 2 subunit gene, 5'-flanking 
region and partial cds 


0.23 


1211 


AF170224 


Alloplectus meridensis ribulose 1,5-bisphosphate carboxylase large 
subunit gene, partial cds; chloroplast gene for chloroplast product 


6.5 


1212 


NM 022978 


Homo sapiens small EDRK-rich factor IB (centromeric) (SERF1B), 
mRNA 


0.23 


1213 


U17787 


Gromphadorhina portentosa mitochondrion 16S ribosomal RNA, 
partial sequence 


0.027 


1214 


AF144086 


Papio hamadryas anubis chromosome 13 repeat region 


0.25 


1215. 


XM010106 


Homo sapiens DKFZP586N0819 protein (DKFZP586N0819), mRNA 


0.73 


1216 


AF198964 


Arabidopsis thaliana ATP sulfurylase gene, complete cds 


0.072 


1217 


AJ298866 


Xenopus laevis mRNA for winged helix transcription factor (foxd3b 
gene) 


0.2 


1218 


AF069111 


Uroleucon obscurum large subunit ribosomal RNA gene, partial 
sequence; tRNA-Val gene, complete sequence; and small subunit 
ribosomal RNA gene, partial sequence 


0.003. 


1219 


X16715 


D. melanogaster gene for chorion protein si 6 


0.23 


1220 


AF245117 


Mus musculus leukocyte cell-surface molecule (Ly9) gene, exon 1 


0.024 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQ1D 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1221 


AP001310 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone:MU022 


0.23 


1222 


AF092375 


Rivulus gransabanae tRNA-De, tRNA-Gln, and tRNA-Met genes, 
complete sequence; NADH dehydrogenase subunit n gene, complete 
cds; tRNA-Trp, tRNA-Ala, tRNA-Asn, tRNA-Cys, and tRNA-Tyr 
genes, complete sequence; and cytochrome c oxidase subunit I gene, 
par> 


0.26 


1223 


U84864 


HTV-1 strain M14 from USA, envelope glycoprotein (env) gene, 
partial cds 


0.76 


1224 


XM 051684 


Homo sapiens similar to estrogen-related receptor alpha; estrogen 
receptor-like 1 (H. sapiens) (L0C93491), mRNA 


0.57 


1225 


AF282391 


Cucumis sativus clone B99 mitochondrial genomic sequence 


2.2 


1226 


AK026459 


Homo sapiens cDNA: FLJ22806 fis, clone KAIA2845 


0.024 | 


1227 


AJ003131 


Spodoptera littoralis nuclear polyhedrosis virus fgf, egt genes and 3 
ORFs 


0.022 


1228 


XM_028308 


Homo sapiens helicase-moi (KIAA0928), mRNA 


1.8 


1229 


AF219168 


Fritillaria camtschatcensis clone cam36 retrotransposon Tfcl, partial 
sequence 


2 


1230 


AF325699 


Homo sapiens ataxia-telangiectasia and Rad3 related protein (ATR) j 
gene, partial cds, alternatively spliced \ 


0.069 


1231 


AE007433 


Streptococcus pneumoniae section 1 16 of 194 of the complete genome 


7.9 


1232 


XM 007429 


Homo sapiens CGI-35 protein (LOC5 1077), mRNA 


1E-08 


1233 


AF021084 


Dianous nitidulus cytochrome b (cytb) gene, mitochondrial gene 
encoding mitochondrial protein, partial cds 


0.07 


1234 


Z97349 


Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS 
*** from contig 3-06, complete sequence 


2.1 


1235 


XM_038588 


Homo sapiens like-glycosyltransferase (LARGE),. mRNA 


5.5 | 


1236 


X95276 


P.falciparum complete gene map of plastid-like DNA (IR-B) 


0.008 


1237 


. U88570 


Drosophila melanogaster CREB-binding protein homolog mRNA, 
complete cds 


1.7 


1238 


AK024332 


Homo sapiens cDNA FU14270 fis, clone PLACE1004491 j 


0.68 


1239 


AC006678 


Caenorhabditis elegans cosmid R05G9, complete sequence 


1.8 


1240 


AF250958 


Lycopersicon esculentum peptide deformylase-like protein mRNA, 
complete cds 


0.076 


1241 


M26650 


Human islet amyloid polypeptide (hIAPP) gene, complete cds 


1.9 


1242 


XM_037062 


Homo sapiens DKFZP564G202 protein (DKFZP564G202), mRNA 


0.61 


1243 


AE003025 


Drosophila melanogaster genomic scaffold 142000013385389, 
complete sequence 


0.027 


1244 


U39701 


Mycoplasma genitalium section 23 of 51 of the complete genome 


2.1 


1245 


AE000036 


Mycoplasma pneumoniae M129 section 44 of 63 of the complete 
genome 


8.2 


1246 


AE000830 


Methanobacterium thermoautotrophicum from bases 394245 to 
404874 (section 36 of 148) of the complete genome 


0.67 
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Table 3 A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1247 


AL358951 


Human DNA seouence from clone RP3-456L16 on chromosome 6 

* ■ ■ * ^* *> wv*|uv*iwv xi vui WlviiW X\l J~»/V/Jj1v K/xx wxxx v/JLxx.V-/OV-fxJJ.w 

complete sequence [Homo sapiens] 


0.64 


1248 


XM 045757 


Homo sapiens chloride channel 4 fCLCN4^ mRNA 




1249 


U59683 


Nicotiana tabacum saualene synthase fTSS^ eene comnlete ctk 


o nos 


1250 


AK010434 


Mus musculus ES cells cDNA, RIKEN full-length enriched library, 
clone:24 10006021, full insert sequence 




1251 


XM 045757 


Homo sapiens chloride channel 4 (CLCN4), mRNA 


0 61 


1252 


AE000717 


Aquifex aeolicus section 49 of 109 of the comnlete genome 


0 074 


1253 


AC024780 


Caenorhabditis elegans cosmid Y43B1 1AR, complete sequence 


0.027 


1254 


AF343030 


Human herpesvirus 7 isolate CR18 glycoprotein H gene, complete cds 


0.009 


1255 


AK022153 


Homo sapiens cDNA FLJ12091 fis, clone HEMBB1002582 


0 0000001 


1256 


AF309947 


DictvosteliiiTn di^cnidenm Rao 1 A frnrl A^ tmnp mmnlptp rHc nn/f 

unknown gene ' 


0 009 


1257 


AB051519 


Homo sapiens mRNA for KIAA1732 protein, partial cds 


0.25 


1258 


AC006681 


Caenorhabditis eleeans clone R13H9 comnlete serrnence 


2,2 


1260 


Y11648 


Campylobacter jejuni waaC, galE, wla[B,C,D3 9 F,GJEI > l > K y L,M], 
cheY genes and orfl 


0.25 


1261 


AB009592 


Oryza sativa gene for cytosolic glutathione reductase, complete cds j 


2.1 


1262 


X83997 


C. parasitica eapC gene 


0.22 


1263 


AJ404320 


Posidonia oceanica medium repetitive sequence, clone pPopm6 


0.034 


1264 


AF038620 


Caenorhabditis elegans cosmid H10D12 


0.063 


1265 


U05822 


Human proto-oncogene BCL3 gene, exon 2 


0 0000001 

V. WWW A 


1266 


Z79343 


H saniens flow-sorted chromosome 6 TaaT fragment S("V5nA40r2 


0 11 


1267 


S60289 


LeB4=lecumin (5 1 region! rviciafaba. Genomic 1222 ntl 


0.0003 


1268 


AE006303 


Lactococcus lactis subsp. lactis IL1403 section 65 of 218 of the 
comnlete cenome 

W J *■ M^/XW^pSp* bVXIVXUV 


1.9 


1269 


AE001410 


Plasmodium falciparum chromosome 2, section 47 of 73 of the 
complete sequence 


0.008 


1270 


X96972 


D.buzzatii copia element DNA 


0.2 


1271 


AB042973 


Nicotiana tabaciim wizz eene V flankiTiP" nepinti narrial cA<t 


0 073 

v. V 1 J 


1272 


Z95309 


Caenorhabditis eleean? momiH TnfiT.IR p.nmn1 pfp cpmipnr^ 




1273 


AF091745 


Homo saniens exonuclease I fEXOD ffene exon 5 


0.2 


1274 


AF386945 


ArabidoriQiQ thaliana TOrThicfV^ ciihirnit hinHinc-nrntpin Hpfq ciihtinit 
■rviauiuu^aio mcummi xxuuxovaj ouuiiiiii miming jjiuicm ucia oLLumiiL 

(T5A14 1 1> mRNA. comnlete cds 


0 7 


1275 


AF269376 


Staphylococcus epidermidis strain SRI clone step.l002h01 genomic 
sequence 


0.076 


1276 


AK012864 


Mus musculus 10, 11 days embryo cDNA, RIKEN full-length 
enriched library, clone:28 10036115, full insert sequence 


0.028 


1277 


Z74204 


S.cerevisiae chromosome IV reading frame ORF YDL156w 


0.18 


1278 


AB049851 


Macaca fascicularis brain cDNA, clone:QnpA-18831 


2E-91 


1279 


AE001761 


Thermotoga maritima section 73 of 136 of the complete genome 


0.19 


1280 


AE002102 


Ureaplasma ureaJyticum section 3 of 59 of the complete genome 


5.5 


1281 


AK021982 


Homo sapiens cDNA FLJ11920 fis, clone HEMBB100O312 


0.006 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1282 


AE007504 


Streptococcus pneumoniae section 187 of 194 of the complete genome 


0.21 


1283 


X79095 


F.trinervia pdk gene for pyruvate,orthophosphate dikinase 


0.22 


1284 


AE007413 


Streptococcus pneumoniae section 96 of 194 of the complete genome 


1.7 


1285 


AB050513 


Macaca fascicularis brain cDNA, clone:QnpA-17049 


0.41 


1286 


AF339809 


Homo sapiens clone IMAGE:274150, mRNA sequence 


0.52 


1287 


AF074991 


Homo sapiens full length insert cDNA YH88A03 


4E-09 


1288 


AF277581 


Campostoma anomalum microsatellite CA9 sequence 


1.6 


1289 


AF035245 


Bacillus lynceorum strain pVIL31 Bag320 satellite DNA 


0.23 


1291 


AF298208 


Dictyostelium discoideum transposon thug-T, complete sequence 


0.028 


1292 


AL133656 


Homo sapiens mRNA; cDNA DKFZp434O2017 (from clone 
DKFZp434O2017) 


0.021 


1293 


AK024666 


Homo sapiens cDNA: FLJ21013 fis, clone CAE05223 


9E-34 | 


1294 


U55367 


Caenorhabditis elegans cosmid C55H1, complete sequence 


2.1 


1295 


X16715 


D. melanogaster gene for chorion protein sl6 


0.25 


1296 


AC001080 


Homo sapiens (subclone 3 j*7 from PAC H74) DNA sequence, 
complete sequence 


0.69 


. 1297 


XM_051200 


Homo sapiens hypothetical protein MGC5149 (MGC5149), mRNA 


0.58 


1298 


AE000016 


Mycoplasma pneumoniae M129 section 1 of 63 of the complete 
genome 


0.026 


1299 


AF264059 


Homo sapiens RAPD fragment lost in a grade 2 astrocytoma I 


0.73 


1300 


AE002308 


Chlamydia muridarum, section 39 of 85 of the complete genome 


0.078 


1301 


U58745 


Caenorhabditis elegans cosmid C10G6, complete sequence 


0.26 


1302 


XMJ)07768 


Homo sapiens KIAA10 18 protein (KIAA1018), mRNA 


2.2 


1303 


AC000102 


Homo sapiens Chromosome 22qll.2 BAC Clone 60b5 In GNAZ-BCR 
Region, complete sequence 


0.17 


1304 


AF338734 


Homo sapiens hypothetical PHD zinc finger protein XAP135 ' 
pseudogene, complete sequence 


2.3 


1305 


AF211141 ! 


Carsonella ruddii natural-host Pachypsylla celtidis tiyptophanyl-tRNA 
synthetase (trpS) gene, partial cds; 16S ribosomal RNA, 23S 
ribosomal RNA, and 5S ribosomal RNA genes, complete sequence; 
transaldolase (tal) and alkyl hydroperoxide reductase small > 


0.087 


1306 


L81391 


Homo sapiens (subclone 2_a6 from PI H39) DNA sequence, complete 
sequence 


0.18 


1307 


AB013613 


Oryza sativa DNA, centromere sequence RCB 1 1 } 


0.085 


1308 


U03906 


Macroscelides proboscideus aldehyde dehydrogenase I, eta-crystallin 
mRNA, complete cds 


0.26 


1309 


L13470 


Human thyroxine-binding globulin gene, complete cds 


0.21 


1310 


AK026225 


Homo sapiens cDNA: FLJ22572 fis, clone HSI02313 


3E-27 


1311 


XM 030391 


Homo sapiens dJ467Nll.l protein (DJ467N11.1), mRNA 


0.001 


1312 


XM 017923 


Homo sapiens hypothetical protein FU12660 (FLJ12660), mRNA 


2E-32 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 

NO J 


ACCESSN 


DESCRIP 


P VALUE 


1313 


M57256 


B.hermsii vmp21 gene encoding Vmp21 outer membrane lipoprotein 


0.58 


1314 


Y14051 


Staphylococcus aureus mecA, mecRl, mecl genes and ORF168, 
ORF142, ORF44, ORF145 and ORF224 


0.081. 


1315 


XM 032018 


Homo sapiens similar to RIKEN cDNA 2310040G17 gene <M. 
musculus) (LOC90480), mRNA 


0.027 


1316 


AF227514 


Octodon lunatus cytochrome b gene, partial cds; mitochondrial gene 
for mitochondrial product 


1.9 


1317 


AE001414 


Plasmodium falciparum chromosome 2, section 51 of 73 of the 
complete sequence 


0.73 


1318 


Z21622 


S.cerevisiae RIB7 gene encoding HTP reductase 


0.77 I 


1319 


XMJH0462 


Homo sapiens ATP-binding cassette, sub-family D (ALD), member 3 
(ABCD3), mRNA 


1.8 


1320 


Z65229 


Hsapiens CpG island DNA genomic Msel fragment, clone 28a8, 
forward read cpg28a8.ftla 


0.23 


1321 


XM_040095 


Homo sapiens hypothetical protein (DKFZP434G03 10), mRNA 


2.3 


1322 


XM 027314 


Homo sapiens hypothetical protein FLJ22351 (FLJ22351), mRNA 


1E-14 


1323 


AF282064 


Homo sapiens clone 2qtel_edcl7iF-cl7jF sequence 


3E-88 


1324 


AF101098 


Homo sapiens collagen type XI alpha-1 (COL1 1 Al) gene, exon 38 


1.3 


1325 


AB050093 


Neoceratodus forsteri mRNA for pituitary glycoprotein hormone alpha 
subunit, complete cds 


0.009 


1326 


AL591507 


Human DNA sequence from clone RP1 1-289C14 on chromosome 6, 
complete sequence [Homo sapiens] 


0.026 


1327 , 


AJ400873 


Homo sapiens partial GPLD1 gene for glycosylphosphatidylinositol 
phospholipase D, exons 15-20 


1.9 


1328 


AF378831 


Mus musculus orphan G protein-coupled receptor (Raig2) mRNA, 
complete cds 


1.9 


1329 


XM_030116 


Homo sapiens hypothetical protein MGC3077 (MGC3077), mRNA 


0 


1330 


X54806 


R-norvegicus mRNA for cytokeratin type I (3* end) 


0.77 


1331 


XM013141 


Homo sapiens ATPase, Cu++ transporting, alpha polypeptide 
(Menkes syndrome) (ATP7A), mRNA 


0.72 


1332 


NM 026428 


Mus musculus RIKEN cDNA 1810027P18 gene (1810027P18Rik), 
mRNA 


0.019 


1333 


U85448 


Actinidia deliciosa sucrose-phosphate synthase (KSPS-1) mRNA, 
partial cds 


0.001 




AK013974 


Mus musculus 13 days embryo head cDNA, RIKEN full-length 
enriched library, clone:3 1 10002D09, full insert sequence 


0.74 


1335 


U25641 


Tetrahymena thermophila telomerase component p80 mRNA, 
complete cds 


0.008 


1336 


NC 002102 


Lactobacillus herveticus plasmid pLHl, complete sequence 


0.78 


1337 


M14292 


Human LIHeg repetitive element from the intergenic region of the 
epsilon and G-gamma globin genes 


5E-08 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1338 


AF239910 


Petunia axillaris haplotype S15 self-incompatibility ribonuclease 
mRNA, complete cds 


2.1 


1339 


AF1 16872 


Candida albicans alternative oxidase (AOX2) gene, complete cds 


0.25 


1340 


XM_035344 


Homo sapiens KIAA1688 protein (KIAA1688), mRNA 


1.6 


1341 


XM 046636 


Homo sapiens hypothetical protein FLJ20080 (FLJ20080), mRNA 


6E-74 


1342 


AF292561 


Strongyloides stercoralis G protein alpha subunit 2 (gpa-2) gene, 
complete cds 


0.76 


1343 


AF008597 


Catharanthus roseus desacetoxyvindoline-4-hydro\7lase (CRSD4H) 
gene, complete cds 


0.26 [ 


1344 


AF347671 


Equine rhinitis A virus isolate PERV/62 PI (PI) gene, partial cds 


6.9 


1345 


U89019 


Hepatitis C virus poryprotein gene, complete cds 


0.27 


1346 


XM_043815 


Homo sapiens hypothetical protein FLJ21736 (FLJ2 1736), mRNA 


2.2 


1347 


L39930 


Podocoryne carnea fibrillin mRNA, partial cds 


0.7 


1348 


Z21512 


Klactis GAL80 gene encoding K1GAL80 protein 


0.075 


1349 


AC001490 


Homo sapiens (subclone 2_cl0 from PI H32) DNA sequence, 
complete sequence 


2E-11 


1350 


L36891 


Saccharomyces cerevisiae mitochondrion transfer RNA-fMet (tRNA- 
fMet) gene; transfer RNA-Pro (tRNA-Pro) gene; 9S ribosomal RNA 
(9S rRNA) gene 


0.025 


1351 


AKO 17200 


Mus musculus 1 1 days pregnant adult female ovary and uterus cDNA, 
RIKEN full-length enriched library, clone:5033428C03, full insert 
sequence 


6.2 


1352 


AB003286 


Homo sapiens DNA for choline kinase like protein and muscle type 
carnitine palmitoyltransferase I, partial and complete cds 


0.069 


1353 


AF3 12917 


Plasmodium falciparum reticulocyte binding protein 2 homolog B 
gene, complete cds 


0.081 


1354 


M65060 


Mthermoautotrophicum trpE, trpG, trpC, trpF, trpB, trpA, trpD 
genes, complete cds 


0.26 


1355 


AB025642 


Arabidopsis thaliana genomic DNA, chromosome 5, BAC 
clone:T32G24 


0.34 


1356 


L24957 


Zygosaccharomyces cidri alpha-galactosidase gene, complete cds 


0.08 


1357 


L38437 


Rattus norvegicus NADH ubiquinone oxidoreductase subunit (IP13) 
gene, complete cds 


0.27 


1358 


AJ301686 


Polystoma sp. DNA-25 ITS 1, isolate DNA-25 


2.2 


1359 


AB002805 


Homo sapiens OS-9 gene, 5* upstream region and partial cds 


0.0004 


1361 


XM_030723 


Homo sapiens CGI-107 protein (LOC51012), mRNA 


3.1 | 


1362 


NM 031881 


Mus musculus neural precursor cell expressed, developmentally down- 
regulated gene 4b (Nedd4b), mRNA 


3.8 


1363 


AC008855 


Homo sapiens chromosome 5 clone CTD-2178M23, complete 
sequence 


0.72 


1364 


NC.002660 


Cochliomyia hominivorax mitochondrion, complete genome 


0.074 


1365 


AF072589 


Python regius alpha enolase mRNA, complete cds 


1.4 ! 


1366 


AJ243461 


Vicia feba nod-CCPl gene, exons 1 and 2 


0.017 
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Table 3A Nearest Neighbor (BlastN vs. Genbauk) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1367 


XM.011052 


Homo sapiens 28kD interferon responsive protein (IFRG28), mRNA 


1.6 


1368 


AL390157 


Homo sapiens mRNA; cDNA DKFZp434D179 (from clone 
DKFZp434D179) 


0.0005 


1369 


AL023822 


Caenorhabditis elegans cosmid Y102A5A, complete sequence 


0.046 


1370 


U36918 


Mesocricetus auratus mucin (MUC1) mRNA, complete cds 


4.4 


1371 


AF081786 


Homo sapiens lysyl hydroxylase 1 gene, promoter region and partial 
cds 


0.18 


1372 


XM 035682 


Homo sapiens similar to hypothetical protein FLJ22639 (H. sapiens) 
(LOC91047), mRNA 


8E-08 


1373 


Z54645 


Rsapiens CpG island DNA genomic Msel fragment, clone 14h7, 
reverse read cpgl4h7.rtlb 


0.027 


1374 


ABO 12135 


Schizosaccharomyces pombe gene for catalytic subunit (C5) of 
proteasome, complete cds 


1.9 


1375 


L47352 


Brassica napus (clone Sta 39-4) arabinogalactan protein mRNA, 
complete cds 


0.73 


1376 


AB036993 


Homo sapiens RHAG gene for Rh50 glycoprotein, partial cds 


0.0000001 


1377 


U67535 


Methanococcus jannaschii section 77 of 150 of the complete genome 


0.03 


1378 


AF203637 


Myotis myotis microsatellite A2 sequence 


0.017 


1379 


XM_004748 


Homo sapiens hypothetical protein FIJI 1110 (FLJ1 1 1 10), mRNA 


LI 


1380 


AJ249744 


Campylobacter jejuni cjaE gene for putative membrane protein CjaE 


0.69 ! 


1381 


AL591033 


Human DNA sequence from clone RP1 1-94L3 on chromosome 6, 
complete sequence [Homo sapiens] 


1.7 


1382 


AJ242625 


Mus musculus Dmp-1 gene, exons 1-6 


0.71 


1383, 


AB036851 


Ciona intestinalis mRNA for pellino, complete cds 


0.23 


1384 


XMJH2972 


Homo sapiens transmembrane phosphatase with tensin homology 
(TPTE), mRNA 


2E-09 


1385 


AF175313 


Oncorhynchus mykiss cardiac sodium-calcium exchanger (NCX) 
mRNA, complete cds 


0.47 


1386 


AF283669 


Homo sapiens kallikrein 14 (KLK14) gene, complete cds 


0.44 


1387 


AY018560 


Oryza sativa microsatellite MRG0885 containing (AT)X18, genomic 
sequence 


0.63 


1388 


AK027272 


Homo sapiens cDNA FLJ14366 fis, clone HEMBA1001020 


0.019 


1389 


XMJ)03052 


Homo sapiens roundabout (axon guidance receptor, Drosophila) 
homolog 1 (ROBOl), mRNA 


1E-49 


1390 


AF208532 


Homo sapiens fatty acid omega-hydroxylase CYP4A11 (CYP4A11) 
gene, complete cds 


0.69 


1391 


AF233326 


Mus musculus tumor necrosis factor receptor-associated factor (Tra£2) 
gene, exons 2, 3, and 4 


0.72 


1392 


AE001413 


Plasmodium falciparum chromosome 2, section 50 of 73 of the 
complete sequence 


0.15 


1394 


X54889 


Sea urchin developmental^ regulated ectodermal gene 


0.023 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCR1P 


P VALUE 


1395 


AF378868 


Arabidopsis thaliana AT5gll200/F2Ill_90 mRNA, complete cds 


2.5 


1396 


AF328539 


Homo sapiens clone 12qtel_c64t3 sequence 


0.0003 


1397 


AE006450 


Lactococcus lactis subsp. lactis IL1403 section 212 of 218 of the 
complete genome 


0.47 


1398 


Z12840 


O.cuniculus mRNA for protein of unknown function 


2E-97 


1399 


U31165 


Rattus norvegicus SIB domain binding protein (CR16) gene, exon 6 


1.9 


1400 


Y15005 


Bison bonasus mitochondrial cytB gene 


1.8 


1401 


AC091267 


Caenorhabditis elegans cosmid Y37B11A, complete sequence 


3.7 


1402 


AB055364 


Macaca fascicularis brain cDNA, clone:QflA- 12522 


e-119 


1403 


NC001610 


Didelphis virginiana mitochondrion, complete genome 


0.006 


1404 


AF362372 


Dictyostelium discoideum histidine kinase DhkJ (dhkJ) gene, 
complete cds 


0.055 


1405 


AF027164 


Homo sapiens type II integral membrane protein (NKG2-E) gene, 
partial cds; and type n integral membrane protein (NKG2-F) gene, 
complete cds | 


3.6 


1406 


M76376 


Human cysteine-rich protein (CRP) gene, exon 2 


0.027 


1407 


D31863 


Mouse Pig-a gene for GPI-anchor biosynthesis (PIG- A protein), exon 
6 and complete cds 


0.026 


1408 


XM_031315 


Homo sapiens hypothetical protein FLJ14033 similar to hypoxia 
inducible factor 3, alpha subunit (FLJ14033), mRNA 


0.000007 


1409 


AY019369 


Oryza sativa microsatellite MRG1694 containing (AT)X32, genomic 
sequence 


0.0001 


1410 


AF067610 


Caenorhabditis elegans cosmid F41A4 


0.084 


1411 


AJ401391 


Drosophila melanogaster mRNA for PDGF/VEGF-like protein 
(CG7103 gene) 


0.18 


1412 


XM 008417 


Homo sapiens hypothetical protein FU20694 (FLJ20694), mRNA ' 


0.0000001 


1413 


AF242195 


Homo sapiens KLK15 (KLK15) gene, complete cds, alternatively 
spliced 


l e * 160 i 


1414 


Y14077 


Bacillus subitlis 10.6 Kb chromosomal DNA: glyB-prsA region 


0.008 


1415 


AE006802 


Sulfolobus solfataricus section 161 of 272 of the complete genome 


0.057 


1416 


AY007149 


Homo sapiens clone CDABP0086 mRNA sequence 


0.092 


1417 


K02628 


Oxytricha nova (hypotrichous ciliate) ( clones LMiC2-(5,6,8)) 
micronuclear DNA, C2 gene (version 3), complete cds 


0.063 


1419 


X14260 


Xenopus tropicalis alpha-globin gene 


1.7 


1420 


AJ401391 


Drosophila melanogaster mRNA for PDGF/VEGF-like protein 
(CG7103 gene) 


0.15 


1421 


XM_032580 


Homo sapiens nebulette (NEBL), mRNA 


1.3 


1422 


XM 008060 


Homo sapiens solute carrier family 7 (canonic amino acid transporter, 
y+ system), member 5 (SLC7A5), mRNA 


2E-12 


1424 


AF035820 


Hordeum vulgare gibberellin action negative regulator SPY mRNA, 
complete cds 


2.1 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1425 


AL353672 


Human DNA sequence from clone RP1-241K1 on chromosome 6, 
oomplete sequence [Homo sapiens] 


3.8 


1426 


AF070565 


Homo sapiens clone 24425 mRNA sequence 


0.2 


1427 


AK026914 


Homo sapiens cDNA: FLJ23261 fis, clone COL05862 


0.009 


1428 


X14735 


Podospora anserina mtDNA for large subunit rRNA 


0.21 


1429 


XM 004081 


Homo sapiens aldehyde dehydrogenase 5 family, member Al 
(succinate-semialdehyde dehydrogenase) (ALDH5A1), mRNA 


1.4 


1430 


Y10687 


Sulfolobus aadocaldarius gene encoding purine NTPase 


0.019 


1431 


AF168678 


Drosophila melanogaster adenylyl cyclase 78C-S mRNA, complete cds 


0.13 


1432 


AC006666 


Caenorhabditis elegans cosmid H3 1G24, complete sequence 


0.014 


1433 


X02473 


Calf mRNA for delta subunit of muscle acetylcholine receptor 


1.1 


1434 


AF270148 


Staphylococcus epidermidis strain SRI clone step. 105 lc08 genomic 
sequence 


0.006 


1435 


XM_008084 


Homo sapiens hypothetical protein LOC55565 (LOC55565), mRNA 


3E-36 


1436 


AF007876 


Homo sapiens Na,K-ATPase beta 2 subunit gene, complete cds 


0.008 


1437 


AK016592 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4933400F21, full insert sequence 


0.61 


1438 


AB023053 


Homo sapiens genomic DNA, chromosome 6p21.3, HLA class I 
region, clone:53L9, complete sequence 


2E-10 


1439 


XM 035837 


Homo sapiens cAMP responsive element modulator (CREM), mRNA 


1.7 


1440 


Y12710 


A.thaliana gene encoding shaggy-like kinase gamma 


0.068 


1441 


AF351620 


Homo sapiens lipocalin-1 interacting membrane receptor (L1MR) 
gene, complete cds 


0.028 


1442 


U67560 


Methanococcus jannaschii section 102 of 150 of the complete genome 


2.1 


1443 


NM 002251 


Homo sapiens potassium voltage-gated channel, delayed-rectifier, 
subfamily S, member 1 (KCNS1), mRNA 


1.9 


1444 


XM 027341 


Homo sapiens similar to retinoblastoma inhibiting gene 1 (M 
musculus) (LOC89932), mRNA 


0.0008 


1446 


AF039373 


Arabidopsis thaliana ecotype RLD chromomethylase (CMT1) gene, 
complete cds 


L9 


1447 


U29397 


Rattus norvegicus plasma membrane Ca2+ ATPase isoform 3 
(PMCA3) gene, 5' flanking region 


0.008 


1448 


XM 036536 


Homo sapiens hypothetical protein FLJ10402 (FLJ10402), mRNA 


4.1 


1449 


AK000677 


Homo sapiens cDNA FLJ20670 fis, clone KAIA4743 


1E-09 


1450 


AJ243538 


Glomus mosseae fox2 gene for Fox2 protein 


0.018 ! 


1451 


AJ296103 


Staphylococcus aureus repNVH99 gene for rephcation protein and 
smr gene 


0.23 


1452 


AF084911 


Bombus ternarius cytochrome b gene, partial cds; mitochondrial gene 
for mitochondrial product 


1.4 


1453 


AC001080 


Homo sapiens (subclone 3 _g7 from PAC H74) DNA sequence, 
complete sequence 


0.72 i 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1454 


AF213160 


Gallus gallus microsatellite C-MNT-7 sequence 


0.019 


1455 


AB056366 


Macaca fascicularis brain cDNA, clone:QflA-14203 


0.024 


1456 


AF129515 


Paramecium tetraurelia SEC7-related protein (SECT) mRNA, 
complete cds 


0.055 


1457 


XM 037469 


Homo sapiens similar to spastic ataxia of Charlevoix-Saguenay 
(sacsin) (EL sapiens) (LOC91290), mRNA 


1.8 


1458 


AK005404 


Mus musculus adult female placenta cDNA, RIKEN full-length 
enriched library, clone: 1600009D24, full insert sequence 


4.8 


1459 


AE001397 


Plasmodium falciparum chromosome 2, section 34 of 73 of the 
complete sequence 


4.2 


1460 


AF161253 


Dictyostelium discoideum protein phosphatase 4 catalytic subunit 
(pppC) mRNA, complete cds 


0.77 


1461 


X74912 


Mhominis lysS gene 


0.19 | 


1462 


AF027148 


Homo sapiens myogenic determining factor 3 (MYOD1) gene, 
complete cds 


0.45 


1463 


BC003261 


Mus musculus, serine/threonine kinase 5, clone MGC:5803 
1MAGE:3501444, mRNA, complete cds 


0.21 


1464 


AC079143 


Homo sapiens Xp BAC RP11-346D13 (Roswell Park Cancer Institute 
Human BAC Library) complete sequence 


2 


1465 


Y07829 


Homo sapiens RFB30 gene for RING finger protein 


4.5 


1466 


BC006448 


Homo sapiens, clone IMAGE:3637085, mRNA 


1.9 


1467 


X05287 


Locusta migratoria mitochondrial gene for 16S rRNA 


0.19 


1468 


XM 052063 


Homo sapiens hypothetical protein DKFZp547A023 
(DKFZp547A023), mRNA 


0 


1469 


AF113952 


Campylobacter jejuni multidrug-efflux transporter gene, complete cds; 
and unknown genes 


0.066 


1470 


AE006680 


Sulfolobus solfataricus section 39 of 272 of the complete genome 


5.2 ! 


1471 


AY045578 


Arabidopsis thaliana AT4g37000/C7A10_360 mRNA, complete cds 


2.2 


1472 


AF269209 


Takifugu rubripes clone FTCRAV4S1 T cell receptor V alpha chain 
gene, partial cds 


1.9 


1473 


XM 027952 


Homo sapiens dihydrofolate reductase (DHFR), mRNA 


1.3 


1474 


U80449 


Caenorhabditis elegans cosmid R10A10 


1.8 


1475 


X15634 


C. elegans core histone genes H4(his-10) and H3(his-9) 


0.025 [ 


1476 


Z16938 


R sapiens (D19S218) DNA segment containing (CA) repeat; clone 
AFM207wc3; single read 


0.02 


1477 


X96783 


H. sapiens Syt V gene (genomic and cDNA sequence) 


0.0007 


1478 


Y08924 


P.falciparum mRNA for AARP2 protein 


0.003 


1479 


XM 036181 


Homo sapiens RAN binding protein 2-like 1 (RANBP2L1), mRNA 


0.21 


1480 


AL390874 


Human DNA sequence from clone RP1 1-238K16 on chromosome 9, 
complete sequence [Homo sapiens] 


0.002 


1481 


AL133157 


S.pombe chromosome I cosmid clB2 


0.38 


1482 


U67598 


Methanococcus jannaschii section 140 of 150 of the complete genome 


0.37 
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Table 3 A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1483 


AJ242525 


Chlamydomonas reinhardtii partial dhclO gene for 1 beta dynein 
heavy chain, exons 16-53 


5.8 


1484 


L19842 


Daltonia sp. mitochondrial NADH dehydrogenase, and cytochrome b 
genes, 3' end, and transfer RNA-Ser gene 


0.001 


1485 


AJ239534 


Canis femiliaris tRNA-derived SINE element, clone D254UC12 


0.009 


1486 


AF044206 


Homo sapiens cyclooxygenase (COX-2) gene, promoter and exon 1 


0.2 


1487 


AB035880 


Chaitoregma tattakana mitochondrial genes for small subunit rRNA, 
tRNA-Val, large subunit rRNA, partial and complete sequences 


0.23 


1488 


AEO06205 


Pasteurella multocida PM70 section 172 of 204 of the complete 
genome 


0.26 


1489 


XML011446 


Homo sapiens hypothetical protein FLJ10775 (FLF10775), mRNA 


6E-16 


1490 


NM.030714 


Mus musculus deltex 3 homolog (Drosqphila) (Dtx3), mRNA 


0.39 


1491 


AE001407 


Plasmodium falciparum chromosome 2, section 44 of 73 of the 
complete sequence 


0.001 


1492 


BC005530 


Mus musculus, clone IMAGE:3495762, mRNA 


6.4 


1493 


XM017183 


Homo sapiens hypothetical protein FLJ22474 (FLJ22474), mRNA 


0.0007 


1494 


AF198964 


Arabidopsis thaliana ATP sulfurylase gene, complete cds 


0.057 


1495 


AK026781 


Homo sapiens cDNA: PLJ23 128 fis, clone LNG08384 


0.0002 


1496 


AF307860 


Homo sapiens CYR61 protein (CYR61) gene, complete cds 


3.9 


1497 


AL591667 


Human DNA sequence from clone RP11-389N9 on chromosome 6, 
complete sequence [Homo sapiens] 


0.004 


1498 


XMJ)02800 


Homo sapiens kinesin-like protein 2 (hklp2), mRNA 


2E-53 


1499 


M90970 


Atriplex nummularia DNA sequence 


4.8 


1500 


D34630 


Arabidopsis thaliana mRNA for acetyl-CoA carboxylase, complete cds 


0.22 


1501 


AC004498 


Homo sapiens chromosome 5, PI clone 1209C1 (LBNL H104), 
complete sequence 


3E-13 


1502 


AF104350 


Dictyostelium discoideum prespore-specific protein (pspC) gene, 
partial cds; and unknown gene 


0.017 


1503 


XM_028059 


Homo sapiens KIAA1681 protein (KIAA1681), mRNA 


0.35 


1504 


U83462 


Mus musculus serotonin N-acetyltransferase (AANAT) gene, 
complete cds 


0.017 


1505 


AD001534 


Borrelia afzelli (isolate UMOl), sequence fragment 


0.7 


1506 


AF092379 


Rivulus haraldsiolii tRNA-He, tRNA-Gln, and tRNA-Met genes, 
complete sequence; NADH dehydrogenase subunit n gene, complete 
cds; tRNA-Trp, tRNA-Ala, tRNA-Asn, tRNA-Cys, and tRNA-Tyr 
genes, complete sequence; and cytochrome c oxidase subunit I gene, 
pa> 


0.002 


1507 


AF397158 


Homo sapiens clone 11 pur alpha-associated ribosomal RNA gene, 
partial sequence 


1E-39 


1509 


AF370352 


Arabidopsis thaliana putative ribosomal protein (AT4gl6720) mRNA, 
complete cds 


1.2 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1510 


AF286240 


HTV-1 isolate 97CDKFE4 from Republic of the Congo gag protein 
(gag) and pol protein (pol) genes, partial cds 


1.2 


1511 


L29256 


Human dinucleotide repeat polymorphism at the DXS1690 locus 


5E-50 


1512 


AF214115 


Peromyscus maniculatus H19 mRNA, complete cds 


2.1 


1513 


XM 003799 


Homo sapiens protocadherin beta 10 (PCDHB10), mRNA 


0.57 


1514 


AF387030 


Homo sapiens DNA polymerase epsilon subunit B (POLE2) gene, 
exons 14 and 15 


0.72 


1515 


M27054 


Homo sapiens asparagine synthetase (TS11) gene, exons 1-3 and 
promoter region 


0.2 


1516 


XM 051852 


Homo sapiens mesoderm development candidate 2 (MESDC2), 
mRNA 


5.9 


1517 


XM_052004 


Homo sapiens heterogeneous nuclear protein similar to rat helix 
destabilizing protein (FBRNP), mRNA 


0.00009 


1518 


XM 046730 


Homo sapiens hypothetical gene supported by L27560 (LOC92701), 
mRNA 


0.53 


1519 


AF136179 


Mus musculus spermine synthase gene, partial cds 


0.063 


1520 


U19360 | 


Onchocerca volvulus nuclear hormone receptor-like peptide, complete 
cds 


1.6 


1521 


AY039907 


Arabidopsis thaliana AT5g41810/K16L22_9 mRNA, complete cds 


5.9 


1522 


D86573 


Plasmodium falciparum DNA for flavoprotein subunit of succinate 
dehydrogenase, complete cds 


0.009 


1523 


NC 002548 


Acute bee paralysis virus, complete genome 1 


0.07 


1524 


U33959 


Macaca fascicularis fertilin beta mRNA, complete cds 


0.3 


1525 


AF270048 


Staphylococcus epidermidis strain SRI clone step.l043h07 genomic 
sequence 


. 0.76 


1526 


AB047239 


Staphylococcus aureus DNA, complete structure of cassette 
chromosome(SCC)-like element, strain:ATCC25923 


0.72 


1527 


U39684 


Mycoplasma genitalium section 6 of 5 1 of the complete genome 


0.21 


1528 


XMJ)30430 


Homo sapiens hypothetical protein (FLJ11127), mRNA 


2 


1529 


D38148 


Rotavirus strain A5-13 NSP1 gene, complete cds 


0.68 


1530 


AK020846 


Mus musculus adult retina cDNA, RIKEN full-length enriched 
library, clone: A93 00 11E06, full insert sequence 


0.2 


1531 


AF130049 


Homo sapiens clone FLB3411 PRO0852 mRNA, complete cds 


0.067 


1532 


AF332140 


Mus musculus c-Fos (Fos) gene, 5' flanking and promoter regions 


1.8 


1533 


AF231842 


Jasminum odoratissimum tRNA-Leu (trnL) gene, partial intron and 3* 
exon, and trnL-trnF spacer region; chloroplast gene for chloroplast 
product 


13 


1534 


NC 001560 


Vesicular stomatitis virus, complete genome 


0.35 


1535 


AF213897 


Homo sapiens cAMP responsive element modulator (CREM) gene, 
exonC 


0.24 


1536 


XMM9251 


Homo sapiens K1AA0903 protein (KIAA0903), mRNA 


0.22 


1537 


AK027713 


Homo sapiens cDNA FLJ14807 fis, clone NT2RP4001760, weakly 
similar to PUTATIVE RHO/RAC GUANINE NUCLEOTIDE 
EXCHANGE FACTOR 


1E-36 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1538 


AF268091 


Chloris gayana phosphoenolpyruvate carboxylase (ppc) mRNA, 
complete cds 


6.1 


1539 


AC023351 


Homo sapiens clone RP11-637J20, complete sequence 


1E-49 


1540 


NC 002161 


Bovine parainfluenza virus 3, complete genome 


| 6.4 


1541 


AE001092 


Archaeoglobus folgidus section 15 of 172 of the complete genome 


0.15 


1542 


AF044202 


Drosophila melanogaster glutamate receptor DGluREB mRNA, 
complete cds 


0.008 


1543 


Z72767 


S.cerevisiae chromosome VII reading frame ORF YGL245w 


1.8 


1544 


AJ277899 


Nicotiana tabacum drepp4 gene, exons 1-4 


0.24 


1545 


XM 005131 


Homo sapiens chromatin accessibility complex 1 (CHRAC1), mRNA 


0.71 


1546 


AF270048 


Staphylococcus epiderrmdis strain SRI clone step. 1043 h07 genomic 
sequence 


0.67 ! 


1547 


AL1 12743 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


0.076 


1548 


S68847 ! 


YAP2=AP-l-like stress-induced transcriptional activator 
[Saccharomyces cerevisiae, W303, Genomic, 2181 nt] 


0.21 


1549 


AF176634 


Reldia sp. Amaya and Smith 578 NADH dehydrogenase subunit F 
(ndhF) gene, partial cds; chloroplast gene for chloroplast product 


0.54 


1551 


X79988 


ILsapiens HIP gene, exon 1 


0.21 


1552 


AK015054 


Mus museums adult male testis cDNA, RKEN full-length enriched 
library, clone:4930402M22, full insert sequence 


2.2 


1553 


U07731 


Human quinone oxidoreductase2 (NQ02) gene, introns 1 and 2 and 
exon 2 


0.42 


1554 


AE001370 


Plasmodium falciparum chromosome 2, section 7 of 73 of the 
complete sequence 


0.02 


1555 


AF222996 


Danio rerio noc A-like Zn-finger protein (nlz) mRNA, complete cds 


0.59 


1556 


AJ000O80 


Trypanosoma brucei hsplOO and gpi-plc genes 


0.00004 


1557 


D30745 


Xenopus laevis MRP RN A gene 


5 


1558 


X17256 


Yeast THR4 gene for threonine synthase (EC 4.2.99.2) 


0.64 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1568 


Z29373 


Ksapiens gene for neural cell adhesion molecule LI 


0.85 


1569 


AF138876 


Bacillus thuringiensis isolate M15 insertion sequence IS231N 


0.48 


1570 


AF043087 


Hordeum vulgare dehydrin 1 (dhnl) gene, complete cds 


2.1 


1571 


AE002293 


Chlamydia muridarum, section 25 of 85 of the complete genome 


0.57 


1572 


AB017043 


Rattus norvegicus gene for hepatocyte nuclear factor 3 gamma, partial 
cds 


3.7 


1573 


XM_038951 


Homo sapiens hypothetical protein MGC15875 (MGC15875), mRNA 


0.43 


1574 


AF244979 


Mus musculus galectin-1 1 mRNA, variant b, complete cds, 
alternatively spliced 


0.24 


1575 


XM 006069 


Homo sapiens weel+ (S. pombe) homolog (WEE1), mRNA 


6E-10 j 


1576 


AK025037 


Homo sapiens cDNA: FLJ21384 fis, clone COL03354 


1.7 


1577 


Z71443 


S.cerevisiae chromosome XIV reading frame ORF YNL167c 


0.014 


1578 


AF263518 


Arabidopsis thahana protein synthesis initiation factor 4G (EIF4G) 
gene, complete cds 


0.59 


1579 


AE000680 


Aquifex aeolicus section 12 of 109 of the complete genome ; 


1.2 


1580 


AE001404 


Plasmodium falciparum chromosome 2, section 41 of 73 of the 
complete sequence 


1.5 


1581 


AJ390510 


Candida albicans partial mRNA for serine/threonine kinase (sha3 
gene) 


0.18 


1582 


AC004173 


Homo sapiens clone UWGC:y23x011 from 6p21, complete sequence 


0.002 


1583 


Z71687 


S.cerevisiae chromosome XIV reading frame ORF YNR072w 


2.1 


1585 


X95065 


Ksapiens dinucleotide repeat (GT) from chromosome 13q (229bp) 


0.18 


1586 


Z24310 


H sapiens (D10S593) DNA segment containing (CA) repeat; clone 
AFM3 1 lybl; single read j 


0.002 


1587 


Y18476 


Trichophyton rubrum mitochondrial cytb gene and NADH1 to 
NADH5 genes 


6.9 


1588 


Z47046 


Human cosmid QLL2C9 from Xq28 


0.00007 


1589 


Z71687 


S.cerevisiae chromosome XIV reading frame ORF YNR072w 


1.6 


1590 


XM_005485 


Homo sapiens KIAA0414 protein (KIAA0414), mRNA 


0.002 


1591 


NM_024364 


Rattus norvegicus hairless (hr), mRNA 


0.22 


1593 


AF136150 


Caenorhabditis elegans homogentisate 1,2-dioxygenase (hgo) gene, 
complete cds 


1.6 


1594 


XM 033896 


Homo sapiens insulin-like growth factor 2 receptor (IGF2R), mRNA 


1.4 


1595 


AJ404228 


Saccharomyces douglasii mitochondrial tRNA gene cluster 


0.008 


1596 


BC007460 


Homo sapiens, acid phosphatase, prostate, clone MGC: 12236 
IMAGE:3951204, mRNA, complete cds 


0.029 


1597 


NM 024201 


Mus musculus RIKEN CDNA0610011N22 gene (0610011N22Rik), 
mRNA 


5.3 


1598 


U88166 


Caenorhabditis elegans cosmid M01 A12 


0.61 


1599 


AE001394 


Plasmodium falciparum chromosome 2, section 3 1 of 73 of the 
complete sequence 


2 
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SEQID 
NO 
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DESCR1P 
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1600 


AJ306417 


Corynebacterium glutamicum partial nrdF gene for ribonucleotide 
reductase beta-subunit and ctaD gene for cytochrome aa3 oxidase 
subunitl 


1.9 


1601 


AF287270 


Homo sapiens mucolipin (MCOLN1) gene, complete cds 


6 


1602 


AE002207 


Chlamydophila pneumoniae AR39, section 37 of 94 of the complete 
genome 


0.083 


1603 


AK003449 


Mus museums 18 days embryo cDNA, RIKEN full-length enriched 
library, clone: 1110004P21, full insert sequence 


0.2 | 


1604 


AB008103 


Arabidopsis thaliana AtERF-1 mRNA for ethylene responsive element 
binding factor 1, complete cds 


0.79 | 


1605 


AE006406 


Lactococcus lactis subsp. lactis IL1403 section 168 of 218 of the 
complete genome 


0.18 


1606 


BC008122 


Homo sapiens, clone MGC: 18053 MA(xE:4148889, mRNA, 
complete cds 


1.5 


1607 


D28598 


Chicken mRNA for c-maf proto-oncogene product c-Maf long form, 
complete cds 


0.44 


1608 


X97314 ; 


Msativa mRNA for cdc2 kinase homologue, cdc2MsC 


1.5 


1609 


AP001407 


Homo sapiens genomic DNA, chromosome 21q22.2, clone:10C6, 
LB7T-ERG region, complete sequence 


1.1 


1611 


XM 017891 


Homo sapiens similar to heterogeneous nuclear ribonucleoprotein L 
(H sapiens) (LOC91538), mRNA 


1.4 


1612 


U48562 


Corrigiola littoralis ORF2280 gene homolog, chloroplast gene 
encoding chloroplast protein, partial cds 


0.074 


1613 


XM 036274 


Homo sapiens similar to tumor protein p53-binding protein (EL 
sapiens) (LOC65591), mRNA 


2 


1614 


AJ271039 


Plasmodium yoelii yoelii partial mrk gene for MOl5-related kinase 


0.001 


1615 


AB016467 


Datisca cannabina chloroplast gene for maturase K, partial cds 


0.25 


1616 


AF027807 j 


Homo sapiens beta-casein (CSN2) gene, complete cds 


0.074 


1617 


AK002822 


Mus museums adult male kidney cDNA, RIKEN full-length enriched 
library, clone:0610039A20, full insert sequence 


0.55 


1618 


U67580 


Methanococcus jannaschii section 122 of 150 of the complete genome 


0.032 


1619 


U89140 


Mus museums aldose reductase gene, promoter region and exon 1 


0.48 


1620 


AE002799 


Drosophila melanogaster genomic scaffold 142000013385566, 
complete sequence 


0.17 


1621 


L14855 


Bos taurus neurexin I-alpha mRNA, complete cds 


0.48 


1622 


AF379854 


Cloning vector pVLH/hsp, complete sequence 


2 


1623 


Z11883 


S.tuberosum UlsnRNA variant genes Ul-1, Ul-2, Ul-3, Ul-4, Ul-5 
andUl-6 


0.54 


1624 


AJ294727 


Mus museums ILTIFa gene for IL-TIF alpha protein (IL-22), exons la 
5 


0.011 


1625 


XM 043073 


Homo sapiens hypothetical protein DKFZp434A1319 
(DKFZP434A1319), mRNA 


1.9 
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SEQED 
NO 
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DESCRIP 


P VALUE 


1626 


M84732 


Plasmodium yoelii sporozoite surface protein 2 gene , complete cds 


0.007 


1627 


M83304 


G.hirsutum late embiyogenesis-abundant protein 2-D (LeaA2-D) 
mRNA, complete cds 


9.8 


1628 


U32725 


Haemophilus influenzae Rd section 40 of 163 of the complete genome 


0.14 


1629 


AF185589 


Homo sapiens cytochrome P450 3 A4 (CYP3 A4) gene, promoter 
region 


0.027 


1630 


AL591667 


Human DNA sequence from clone RP1 1-389N9 on chromosome 6, 
complete sequence [Homo sapiens] 


0.15 


1631 


AB058397 


Oryza sativa CHS gene for chalcone synthase, complete cds 


0.16 


1632 


Ml 1043 


Mouse DNA fragment that hybridizes to HSV-1 Smal A fragment 


1.5 


1633 


AF145699 


Staphylococcus aureus putative membrane protein MprF (mprF) gene, 
complete cds; and unknown gene 


1.5 


1634 


AF088902 


Mus musculus SLIT1 protein (Slitl) mRNA, partial cds 


0.5 


1635 


AB048882 


Macaca fascicularis brain cDNA, clone:QnpA-16525 


0.21 | 


1636 


X98369 


MLmusculus mRNA for SOX15 protein 


0.24 


1637 


AF131767 


Homo sapiens clone 24900 mRNA sequence 


0.25 


1638 


AL1 17657 


Homo sapiens mRNA; cDNA DKFZp586F1924 (from clone 
DKFZp586F1924) 


1.9 


1639 


AB042973 


Nicotiana tabacum wizz gene, 5' flanking region, partial cds 


0.072 


1640 


AJ272083 


Staphylococcus aureus empbp gene for extracellular matrix and 
plasma binding protein, strain SA 113 


0.008 


1641 


BC009423 


Homo sapiens, clone MGC:15151 IMAGE:3538202, mRNA, 
complete cds 


1.9 


1642 


AF1 14905 


Saccharomyces sp. CID1 ATP synthase subunit 8 (ATP8) gene, 
mitochondrial gene encoding mitochondrial protein, complete cds 


0.18 


1643 


AF270417 


Staphylococcus epidermidis strain SRI clone step.4052d03a genomic 
sequence 


0.063 


1644 


X91340 


G.hybrida chs-like gene 


0.51 


1645 


AF097026 


Homo sapiens autosomal highly conserved protein (AHCP) gene, 
complete cds 


0.008 


1646 


XMJ)28810 


Homo sapiens 67292 (KIAA1755), mRNA 


5.5 


1647 


AL049339 


Homo sapiens mRNA; cDNA DKFZp564P046 (from clone 
DKFZp564P046) 


2.1 


1648 


AE001398 


Plasmodium falciparum chromosome 2, section 35 of 73 of the 
complete sequence 


0.13 


1649 


M55171 


Mouse opsin (MOPS) gene, complete cds 


0.52 


1650 


AB008103 


Arabidopsis thai i ana AtERF-1 mRNA for ethylene responsive element 
binding factor 1, complete cds 


0.66 


1651 


AL589705 


Human DNA sequence from clone RP11-64M7 on chromosome 6, 
complete sequence [Homo sapiens] 


0.5 


1652 


X79559 


T.trypanoides (Rl) 18S rRNA gene 


0.069 j 


1653 


XM 048416 


Homo sapiens PRO0478 protein (PRO0478), mRNA 


0.0001 
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1654 


AF082761 


Dasyurus maculatus isolate QM.E1 mitochondrial D-loop, partial 
sequence 


0.063 


1655 


AF282568 


Homo sapiens clone 20ptel_cl5bt7 sequence 


4E-39 


1656 


AB027617 


Pyrus pyrifolia gene for UDP-glucose pyrophosphoiylase, complete 
cds 


0.19 


1657 


AK023864 


Homo sapiens cDNA FLJ13802 fis, clone THYRO1000186 


0.2 


1658 


NM_009905 


Mus musculus CDC-like kinase (Clk), mRNA 


1.7 


1659 


AL023846 


Caenorhabditis elegans cosmid Y52B11C, complete sequence 


2.3 


1660 


AF334780 


Homo sapiens pregnancy-induced growth inhibitor OKL38 gene, 
partial cds 


0.73 


1661 


XMJ)42066 


Homo sapiens mitogen-activated protein kinase kinase kinase 1 
(MAP3K1), mRNA 


1.9 J 


1662 


XM_034872 


Homo sapiens KIAA0202 protein (KIAA0202), mRNA 


0.23 


1663 


AC002252 


Homo sapiens (subclone 1 jp from B AC H76) DNA sequence, 
complete sequence 


3E-14 


1664 


AK023113 


Homo sapiens cDNA FLJ13051 fis, clone NT2RP3001447 


2E-20 


1665 


BC003552 


Homo sapiens, calnexin, clone MGC:1196 IMAGE:3546389, mRNA, 
complete cds 


0.076 


1666 


AF097142 


Tapinaspis sp. 12S small, subunit ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


1.5 


1667 


AL117103 


Botiytis cinerea strain T4 cDNA libraiy under conditions of nitrogen 
deprivation 


6.1 


1668 


NM 013825 


Mus musculus lymphocyte antigen 75 (Ly75), mRNA 


0.74 


1669 


NM_007043 


Homo sapiens HIV-1 rev binding protein 2 (HRB2), mRNA 


7E-22 


1670 


Z27359 


G.hirsutum (AD52 ) copia-like reverse transcriptase fragments 


0.24 


1671 


AK021535 


Homo sapiens cDNA FLJ1 1473 fis, clone HEMBA1001712 


0.25 


1672 


Y00145 ' 


Dictyostelium discoideum UDP glucose pyrophosphoiylase gene 
(UDPGP; EC 2.7.7.9) 


0.22 


1673 


M63291 


Drosophila silvestris alcohol dehydrogenase gene, complete cds 


0.028 


1674 


AF100401 


Influenza B virus B/Guangdong/5/94 segment 8 nonstructural protein 
(NS1) and nonstructural protein (NS2) genes, complete cds 


0.2 


1675 


U80449 


Caenorhabditis elegans cosmid R10A10 


1.6 


1676 


X15634 


C. elegans core histone genes H4(his-10) and H3(his-9) 


0.022 | 


1677 


XM 050366 


Homo sapiens zinc finger protein, X-linked (ZFX), mRNA 


0.23 


1678 


AE007046 


Mycobacterium tuberculosis CDC1551, section 132 of 280 of the 
complete genome 


0.062 


1679 


XM 008207 


Homo sapiens glucose-6-phosphatase, catalytic (glycogen storage 
disease type I, von Gierke disease) (G6PC), mRNA 


4E-18 


1680 


AB049118 


Hemicentrotus pulcherrimus mRNA for transcription fector HpLiml, 
complete cds 


0.21 


1681 


XM 002421 


Homo sapiens hypothetical protein FLJ20254 (FLJ20254), mRNA 


4.1 


1682 


X96783 


H sapiens Syt V gene (genomic and cDNA sequence) 


0.000004 
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NO 
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1683 


U79732 


Plasmodium berghei extrachromosomal plastid PB-2, tRNA-Pro, 
tRNA-Glu. tRNA-Lvs tRNA-Aso tRNA-Ser tRNA-Tvr fRNAJUpt 
tRNA-Leu. tRNA-Cvs and tRNA-His eenes. comnlete seauence ms4 
gene, complete cds, tRNA-Thr eene. complete seauence and larce 
subu> 


0.001 


1684 


NC 002619 


Pteropus scapulatus mitochondrion, complete genome 


6.3 


1685 


L16679 


Caenorhabditis elegans cosmid K07D8, complete sequence 


1.8 


1686 


Y08924 


P.falciparum mRNA for AARP2 protein 


0.003 


1687 


U32760 


Haemophilus influenzae Rd section 75 of 163 of the complete genome 


2.2 


1688 


AF298624 


Dictyostelium discoideum chromosome 2 repeat region 


0.009 


1689 


XM 031155 


Homo sapiens RAS protein activator like 2 (RASAL2), mRNA 


0.33 


1690 


AE006899 


Sulfolobus solfataricus section 258 of 272 of the complete genome 


5 


1691 


U67556 


Methanococcus jannaschii section 98 of 150 of the complete genome 


0.42 


1692 


AK012631 


Mus musculus 10, 11 days embryo cDNA, RIKEN full-length 
enriched library, clone: 28 1000 1G20, full insert sequence 


0.064 


1693 


BC007399 


Homo sapiens, clone MGC: 16308 IMAGE:38361 16, mRNA, ; 
complete cds 


0.022 


1694 


AL389897 


Human DNA sequence from clone RP11-110C10 on chromosome 20. 
Contains GSSs, complete sequence [Homo sapiens] 


1E-26 


1695 


Z62421 


Rsapiens CpG island DNA genomic Msel fragment, clone 68h2, 
forward read cpg68h2.ftla 


4E-70 


1696 


BC010535 


Homo sapiens, clone IMAGE:3456494, mRNA 


0.002 


1697 


Z68319 


Caenorhabditis elegans cosmid T23G7, complete sequence 


0.18 


1698 


U48363 


Mus musculus transcriptional activator alpha-NAC (Naca) gene, 
complete cds 


0.058 


1699 


AF135430 


Ustilago nuda 18S ribosomal RNA gene, partial sequence; internal , 
transcribed snacer 1 5 8S rihnsomfll RNA oene and internal 
transcribed spacer 2, complete sequence; and 28S ribosomal RNA 
gene, partial sequence 


1.4 


1701 


XM 007461 


Homo sapiens similar to enhancer of rudimentary (Drosophila) 
homolog (H. sapiens) (LOC65719), mRNA 


0.18 


1702 


NM 025083 


Homo sapiens hypothetical protein FU21128 (FLJ21128), mRNA 


e-124 | 


1703 


XM 050592 


Homo sapiens uncharacterized hematopoietic stem/progenitor cells 
protein MDS032 (MDS032), mRNA 


0.068 


1704 


AF277167 


Homo sapiens Makorin RING zinc-finger protein 2 (MKRN2) gene, 
exon 4 


2 


1705 


AE001433 


Plasmodium falciparum chromosome 2, section 70 of 73^ of the 
complete sequence 


0.67 


1706 


AF075003 


Homo sapiens lull length insert cDNA YH97B03 


0.001 


1707 


NM 011378 


Mus musculus transcriptional regulator, SIN3A (yeast) (Sin3a), 
mRNA 


0.62 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1708 


AE001321 


Chlamydia trachomatis section 48 of 87 of the complete genome 


0.026 


1709 


XM 046388 


Homo sapiens similar to elongation of very long chain fatty acids 
(FENl/Elo2, SUR4/Ek>3, yeast)-like 1 (H. sapiens) (LOC92652), 
mRNA 


6.1 


1710 


S55685 


MOR6.5=ouabain resistance gene {repeat sequence} [mice, Genomic, 
6395 nt] 


5.7 


1711 


AB055378 


Macaca fascicularis brain cDNA, clone:QflA-13294 


0.22 


1712 


XM 043597 


Homo sapiens centaurin-alpha 2 protein (HSA272195), mRNA 


1E-20 


1713 


AE007426 


Streptococcus pneumoniae section 109 of 194 of the complete genome 


0.32 


1714 


AK016519 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4932411G06, full insert sequence 


e-129 


1715 


AL122033 


S.pombe chromosome II cosmid cl921 


0.53 


1716 


AK012960 


Mus musculus 10, 11 days embryo cDNA, RIKEN full-length 
enriched library, clone:2810401G03, full insert sequence 


0.075 


1717 


AL590123 


Human DNA sequence from clone RP1 1-473 J14 on chromosome X, 
complete sequence [Homo sapiens] 


049 


1718 


D17343 


Rattus norvegicus cytochrome P450 2B15 gene, exon 1 


0.66 ! 


1719 


XM 028703 


Homo sapiens KIAA0889 protein (KIAA0889), mRNA 


0.00004 


1720 


AB060865 


Macaca fascicularis brain cDNA clone:QtrA-l 1953, full insert 
sequence 


2.3 


1721 


AL133397 


Human DNA sequence from clone RPl-213Jlp on chromosome 
22ql 1.21-12.2, complete sequence [Homo sapiens] 


0.083 


1722 


X58913 


Mitochondrion Drosophila eugracilis ND2 and COI genes (partial) 
and genes for tRNA-Trp, tRNA-Tyr, and tRNA-Cys 


0.074 1 


1723 


AC002359 


Homo sapiens Xp22 Cosmid U239B3 (from Lawrence Livermore X 
library) complete sequence 


0.0008 


1724 


AE006322 


Lactococcus lactis subsp. lactis EL1403 section 84 of 218 of the 
complete genome 


1.8 


1725 


Z71290 


S.cerevisiae chromosome XIV reading frame ORF YNL014w 


0.67 


1726 


XMJ)05723 


Homo sapiens hypothetical protein PR02859 (PR02859), mRNA 


0.014 


1727 


AF123488 


South River virus polyprotein mRNA, complete cds 


0.57 


1728 


D78176 


Mouse DNA for primary transcript of atrial natriuretic clearance 
receptor 


0.061 


1730 


XM 006871 


Homo sapiens ethanolamine kinase (EKI1), mRNA 


4.1 | 


1731 


AL078640 


Human DNA sequence from clone 536P6 on chromosome 22. 
Contains an EST, complete sequence [Homo sapiens] 


0,07 


1732 


AC092030 


Homo sapiens clone RP1 1-636112, complete sequence 


0.029 


1733 


AK003349 


Mus musculus 18 days embryo cDNA, RIKEN full-length enriched 
library, clone: 1110003F05, full insert sequence 


0.16 


1734 


AF131767 


Homo sapiens clone 24900 mRNA sequence 


0.2 


1735 


Z74246 


S.cerevisiae chromosome IV reading frame ORF YDL198c 


0.023 


1736 


NM 021401 


Mus musculus secreted and transmembrane 1 (Sectml), mRNA 


0.069 


1737 


AF213931 


Buchnera aphidicola DNA polymerase in beta subunit (dnaN) gene, 
complete cds 


0.68 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1738 


AF288892 


Homo sapiens clone 20r DH4-17/BCL-1 gene fusion reciprocal 
breakpoint sequence 


2 


1739 


X99719 


S.enterica hsdM, hsdS & hsdR genes 


0.23 


1740 


XM_041866 


Homo sapiens KIAA1468 protein (KIAA1468), mRNA 


5.9 


1741 


AY010113 


Homo sapiens unknown mRNA sequence 


0.64 


1742 


AK009187 


Mus musculus adult male tongue cDNA, RJKEN full-length enriched 
library, clone:23 10006124, full insert sequence 


4E-23 


1743 


AF130074 


Homo sapiens clone FLB9348 PR02523 mRNA, complete cds 


0.14 


1744 


AJ249165 


Plasmodium falciparum gc-beta gene, exons 1-13 


0.002 


1745 


AK014565 


Mus musculus 0 day neonate skin cDNA, RIKEN full-length enriched 
library, cIone:463241 1B12, full insert sequence 


0.54 


1746 


M15058 


Vaccinia virus (strain WR) Hindm D fragment DNA, complete 


0.15 


1747 


Z16416 


M.pulmonis DNA for insertion sequence IS1138 encoding putative 
transposase 


0.026 


1748 


XM 047638 


Homo sapiens Fzrl protein (FZR1), mRNA 


1.2 


1750 


U21853 


Anabaena sp. phycobilisome core component (apcF) gene, complete 
cds, and glutamine synthetase (glnA) gene, partial cds 


0.076 


1751 


AF169454 


Neisseria meningitidis strain Z2491 clone Cm045 unknown sequence 


0.19 


1752 


AF102750 


Apanteles canarsiae 16S large subunit ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.066 


1753 


AF034389 


Plasmodium falciparum sexual stage antigen (sl6) gene, promoter and 
partial cds 


0.18 


1754 


AB047239 


Staphylococcus aureus DNA, complete structure of cassette 
chromosome(SCC)-like element, strain: ATCC25 923 


1.5 


1755 


X98669 


A.thaliana zatl gene 


0.023 


1756 


X16619 


Chlamydomonas reinhardtii ARG7 gene for argininosuccinate lyase 


1.5 


1757 


XM 005488 


Homo sapiens KIAA0354 gene product (KIAA0354), mRNA 


0.063 


1758 


AF110966 


HIV-1 isolate C-96BW04.10 country Botswana, complete genome 


1.1 


1759 


AF247193 


Mus musculus eridobrevin (Vamp8) gene, exon 1 


5.4 


1760 


XM_045302 


Homo sapiens proteasome (prosome, macropain) 26S subunit, non- 
ATPase, 5 (PSMD5), mRNA 


0.0008 


1761 


AE006350 


Lactococcus lactis subsp. lactis IL1403 section 112 of 218 of the 
complete genome 


0.69 


1762 


AJ247001 


Anguilla anguilla mitochondrial DNA for partial tRNA-Thr and 
tRNA-Pro genes and D-loop, isolate RM11 


0.052 


1763 


AB024996 


Cicer arietinum mRNA for rac-type small GTP-binding protein, 
complete cds 


1.6 


1764 


M13945 


Mus musculus pim-1 protein kinase gene, complete cds 


5.7 


1765 


AF106842 


Platanus racemosa PlaraLFY protein (PlaraLFY) gene, complete cds 


0.22 


1766 


AF269822 


Staphylococcus epidermidis strain SRI clone step.l024fD3 genomic 
sequence 


7.5 


1767 


AF256830 


Salmo salar clone BHMS549 microsatellite sequence 


1.8 
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SEQLD 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1768 


AE007395 


Streptococcus pneumoniae section 78 of 194 of the complete genome 


1.6 


1769 


AB028896 


Streptococcus agalactiae type-specific capsular polysaccharide 
biosynthesis gene region (cpsIaA to ung gene), complete cds 


i 0.025 


1770 


AL583831 


Human DNA sequence from clone RP11-469L10 on chromosome 6, 
complete sequence [Homo sapiens] 


0.15 


1771 


AL354683 


Human DNA sequence from clone KP1 1-259K1 1 on chromosome 20, 
complete sequence [Homo sapiens] 


0.21 


1772 


XM 047524 


Homo sapiens procollagen (type IE) N-endopeptidase (PCOLN3), 
mRNA 


4.6 


1773 


AC084500 


Caenorhabditis briggsae cosmid G13G15, complete sequence 


0.076 


1774 


M13945 


Mus musculus pim-1 protein kinase gene, complete cds 


6.1 


1775 


L27474 


Human arginase (ARG1) gene dinucleotide repeat polymorphism, 
intron 5 


0.21 


1776 


Z79696 


Caenorhabditis elegans cosmid F54F3, complete sequence 


1.9 


1777 


AY018282 


Oryza sativa microsatellite MRG0607 containing (AT)X14, closest to 
marker C132, genomic sequence 


0.071 


1778 


AF1 14938 


Saccharomyces sp. WO 1815 small subunit ribosomal RNA gene, 
mitochondrial gene for mitochondrial RNA, complete sequence 


0.078 


1779 


AF170085 


Homo sapiens Charcot-Leyden crystal protein gene, partial sequence 


6E-18 


1780 


Y08919 


P.flesus mRNA for p53 protein 


0.082 


1781 


L46868 


Trypanosoma brucei dominant expression site (DES) gene, promoter 
region 


2.2 


1782 


AF157008 


Prunus dulcis self-incompatibility associated ribonuciease gene, 
complete cds 


0.44 


1783 


AB017459 


Carabus sylvestris mitochondrial ND5 gene, isolate: Baumgartaer 
Austria, partial cds 


0.029 


1784 


AJ294714 


Pichia anomala leu2 gene for beta-isopropylmalate dehydrogenase 


0.26 


1785 


AF125972 


Caenorhabditis elegans cosmid H25P19 


0.64 


1786 


AB015413 


Helicobacter pylori cagA gene, complete cds, strain ATCC43526 


1.5 


1787 


AK021477 


Homo sapiens cDNA FIJI 1415 fis, clone HEMBA1000942 


7E-12 


1788 


AC006812 


Caenorhabditis elegans cosmid Y64H9A, complete sequence 


0.63 


1789 


XM_004181 


Homo sapiens megakaryocyte-enhanced gene transcript 1 protein 
(MEGT1), mRNA 


7E-66 


1790 


AJ236640 


Homo sapiens chromosome 22 CpG island DNA, genomic Msel ! 
fragment, clone 22CGIB49A20 , complete read 


9E-19 




XMJ)41751 


Homo sapiens discoidin domain receptor family, member 1 (DDR1), 
mRNA 


3.5 


1792 


AL034546 


Human DNA sequence from clone RP5-898I4 on chromosome 
22ql3.33 Contains a GSS and a putative CpG island, complete 
sequence [Homo sapiens] 


0.000005 


1793 


AJ006873 


Buchnera aphidicola plasmid pBUsl, repA2 gene, leuA gene and 
ORF1 


0.23 ! 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1794 


j X79779 


S.tuberosum KST1 mRNA 


0.67 


1795 


AF371373 


Cricetnlus griseus hypothetical protein Al-3 mRNA, complete cds 


0.61 


1796 


AF165082 


Pollachius virens cytochrome b gene, partial cds; mitochondrial gene 
for mitochondrial product 


0.53 


1797 


AE007418 


Streptococcus pneumoniae section 101 of 194 of the complete genome 


0.027 


1798 


X67082 


H sapiens AMBP gene transcription regulatory region 


0.006 | 


1799 


AL1 17655 


Homo sapiens mRNA; cDNA DKFZp586E2024 (from clone 
DKFZp586E2024) 


5.2 


1800 


AB048972 


Macaca fascicularis brain cDNA, clone:QnpA-12040 


0.53 


1801 


XM 030865 


Homo sapiens M-phase phosphoprotein 10 (U3 small nucleolar 
ribonucleoprotein) (MPHOSPH10), mRNA 


0.18 


1802 


AF123488 


South River virus polyprotein mRNA, complete cds 


0.49 


1803 


AB02759O 


Pachliopta aristolochiae mitochondrial mRNA for NADH 
dehydrogenase subunit 5, partial cds 


0.024 


1804 


J00889 


Chicken cellular myc proto-oncogene, complete cds 


0.008 I 


1805 


XM_030024 


Homo sapiens similar to protein kinase C binding protein 1 (H. 
sapiens) (LOC90218), mRNA 


0.009 


1806 


AB023486 


Homo sapiens gene for histamine H2 receptor, promoter region and 
complete cds 


0.064 


1807 


D21196 


Dicryostelium discoideum mitochondrial DNA 


0.21 


1808 


AY035029 


Arabidopsis thaliana putative dihydroorotate dehydrogenase 
(MEB5.3/AT3gl7810) mRNA, complete cds 


5.3 


1809 


AB047389 


Clostridium difficile purL gene for fonnylglycinamidine 
ribonucleotide synthetase (FGAM synthetase), complete cds 


0.019 


1810 


AK012033 


Mus museums 10 days embryo cDNA, RIKEN full-length enriched 
library, clone:2610315E15, full insert sequence 


2.2 


1811 


AF044202 


Drosophila melanogaster glutamate receptor DGluRIIB mRNA, 
complete cds 


0.008 


1812 


AK026967 


Homo sapiens cDNA: FLJ233 14 fis, clone HEP1 1989 


0.66 


1813 


AB050432 


Macaca fascicularis brain cDNA, clone:QnpA-21861 


0.4 


1814 


X16871 


Human DNA for elongation factor 1 -alpha (clone lambda-4) 


4.7 


1815 


^AEOOOOOl 


Mycoplasma pneumoniae M129 section 16 of 63 of the complete 
genome 


1.9 


1816 


AK002671 


Mus museums adult male kidney cDNA, RIKEN full-length enriched 
library, clone:0610025N14, full insert sequence 


0.052 


1817 


AF2029O3 


Sporopachydermia cereana var. D77-321B internal transcribed spacer 
1, 5.8S ribosomal RNA gene and internal transcribed spacer 2, 
complete sequence; and large subunit ribosomal RNA gene, partial 
sequence 


0.5 


1819 


L42167 


Mus museums (clone R24) rds gene, partial cds 


0.16 


1820 


XM 027078 


Homo sapiens ATPase, Class V, type 10D (ATP10D), mRNA 


0.16 


1821 


L27619 


Macaca nemestrina T-cell receptor beta chain V region (Vbl5. 1) 
gene, partial cds 


0.016 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1822 


BC003900 


Mus musculus, Similar to hypothetical protein 384D8_6, clone 
MGC:6766 IMAGE :360 1298, mRNA, complete cds 


0.51 


1823 


XM 050561 


Homo sapiens KIAA0700 protein (KIAA0700), mRNA 


0.51 


1824 


S66407 


FLT4=receptor tyrosine kinase isoform FLT4 long {3' region, 
alternatively spliced} [human, mRNA Partial, 216 nt] 


8E-36 


1825 


AY008805 


Equus caballus retinoblastoma (RBI) gene, partial cds 


0.058 


1826 


AJ276629 


Rattus norvegiciis Sacm2 1/RT1-A intergenic region, haplotype RTln 
and partial RT1-A gene for MHC Class I antigen 


3.7 


1827 


AF029975 


Eucalyptus grandis MADS box protein (EGM1) mRNA, complete cds 


1.2 


1828 


AL109708 


Homo sapiens mRNA full length insert cDNA clone EUROIMAGE 
254679 


0.019 


1829 


AF270353 


Staphylococcus epidermidis strain SRI clone step.4025a02 genomic - 
sequence 


0.051 


1831 


U72236 i 


Dictyostelium discoideum ModA (modA) gene, complete cds 


0.5 


1832 


L15234 


Mycoplasma pneumoniae Cys-tRNA, Pro-tRNA, Met-tRNA, lie- 
tRNA, Ser-tRNA, fMet-tRNA, Asp-tRNA and Phe-tRNA genes 


1.1 


1833 


XMJU2722 


Homo sapiens RNA (guanine-7-) methyltransferase (RNMT), mRNA 


0.5 


1834 


AF108228 


Ginkgo biloba GinLFY protein (GinLFY) gene, complete cds 


4.2 


1836 


XM 049943 


Homo sapiens topoisomerase (DNA) E alpha (170kD) (TOP2A), j 
mRNA 


0.47 


1837 


NC 002674 


Aulopus japonicus mitochondrion, complete genome 


3.1 


1838 


AE001399 


Plasmodium falciparum chromosome 2, section 36 of 73 of the 
complete sequence 


0.008 


1839 


U53695 


Leishmania enriettii multidrug resistance (lemdrl) gene, 5' UTR 


0.5 I 


1840 


AF257022 


Salmo salar clone BHMS7-009 microsatellite sequence 


0.7 


1841 


AF239571 


Acineta superba tRNA-Leu (trnL) gene, partial sequence; and trnL-F 
inter &enic soacer region, comnlete seauence' chloroDlast sene for 
chloroplast product 


5.4 


1842 


AL032651 


Caenorhabditis elegans cosmid Y6D1A, complete sequence 


0.019 | 


1844 


XM 034229 


Homo saniens similar to hvnothetical nrotein FLJ 14260 fH saniensl 
(LOC90803), mRNA 


0.068 


1845 


AL137121 


Human DNA seauence from clone RP11-122K21 on chromosome 13 

-*- UV\^UvUWV XJL will V1VUW AVI A. X. A fc* fc» 111) X V/U y ill wlllWu VIUW A.mJ y 

complete sequence [Homo sapiens] 


e-147 


1846 


AF137535 


Danio rerio clone Dare-DAXX DAXX protein mRNA, partial cds 


1.7 


1847 


AK023539 


Homo sapiens cDNA FLJ13477 fis, clone PLACE1003638 


0.21 


1848 


AF218799 


Gallus gallus clone LDH-BT1 lactate dehydrogenase B mRNA, 
complete cds 


6.4 


1849 


AF250345 


Xenopus laevis early growth response protein mRNA, complete cds 


0.52 


1850 


BC006858 


Mus musculus, clone IMAGE: 3 59463 5, mRNA 


1.5 


1852 


XM 006782 


Homo sapiens cyclin Tl (CCNT1), mRNA 


0.092 


1853 


J03883 


Rabbit zeta-1 globin processed pseudogene, complete cds 


1.5 1 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1854 


AF349951 


Homo sapiens HP95 mRNA, complete cds 


3E-09 


1855 


AF268062 


Candidatus Carsonella ruddii natural-host Bactericera cockerelli RNA 
polymerase beta subunit (rpoB) and RNA polymerase beta-prime 
subunit (rpoC) genes, partial cds 


0.17 


1856 


AF114508 


Uncultured gamma proteobacterium SUR-ATT-8 16S ribosomal RNA 
gene, complete sequence 


L5 


1857 


AE006785 


Sulfolobus solfataricus section 144 of 272 of the complete genome 


0.091 


1858 


AF078684 


Psoroptes ovis glutathione S-transferase mRNA, complete cds 


0.0006 | 


1859 


BC004671 


Mus musculus, FK506 binding protein la (12 kDa), clone MGC:6253 
IMAGE:3498682, mRNA, complete cds 


0.12 


1860 


NM 025083 


Homo sapiens hypothetical protein FIJ21128 (FLJ21128), mRNA 


e-121 


1861 


BC004161 


Homo sapiens, transmembrane 4 superfamily member (tetraspan NET- 
7), clone MGC:2447 IMAGE:2958221, mRNA, complete cds 


0.051 


1862 


BC009855 


Homo sapiens, Similar to nucleolin, clone MGC: 16354 
IMAGE:3926227, mRNA, complete cds 


e-171 


1863 


AK016507 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4931439C15, full insert sequence 


0.019 


1864 


AF334756 


Homo sapiens interleukin-1 HY2 (IL1HY2) gene, complete cds 


L5 


1865 


Z68881 


Human DNA sequence from cosmid LI 18G10, Huntington's Disease 
Region, chromosome 4pl6.3 


0.005 


1866 


AJ277737 


Homo sapiens partial POLR2J2 gene for RPB1 lbl protein, intron 4 
(1824 BP) 


0.0000001 


1867 


XM 051572 


Homo sapiens heat shock transcription factor 2 (HSF2), mRNA 


1E-11 


1868 


AF256918 


Salmo salar clone BHMS267 microsatellite sequence 


0.11 


1869 


AE000557 


Helicobacter pylori 26695 section 35 of 134 of the complete genome 


0.17 


1870 


XMJJ50469 


Homo sapiens ferritin, light polypeptide (FTL), mRNA j 


0.081 


1871 


XMJH2818 


Homo sapiens homeo box D4 (HOXD4), mRNA 


0.24 


1872 


AB035093 


Petunia x hybrida mRNA for lateral shoot inducing factor, complete 
cds j 


1.9 


1873 


AE006184 


Pasteurella multocida PM70 section 151 of 204 of the complete 
genome 


5.6 


1874 


AE006880 


Sulfolobus solfataricus section 239 of 272 of the complete genome 


3.3 


1875 


NC 002669 


Bacteriophage bEL3 10, complete genome 


4.7 


1876 


AK012924. 


Mus musculus 10, 1 1 days embryo cDNA, RIKEN full-length 
enriched library, clone:2810048H02, full insert sequence 


1.8 


1877 


XM 032188 


Homo sapiens cell division cycle 27 (CDC27), mRNA 


5.5 


1878 


M33662 


Hamster G-o protein alpha subunit 2 mRNA, complete cds 


5.8 


1879 


Y00478 


L.esculentum LEAC02 gene 


0.28 


1880 


XM 050519 


Homo sapiens annexin A2 (ANXA2), mRNA 


8E-34 


1881 


AF054822 


Drosophila melanogaster activin beta precursor, gene, partial cds 


0.43 
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SEQID 
NO 


ACCESSN 


DESCMP 


P VALUE 


1882 


AB062967 


Macaca fascicularis brain cDNA clone:QmoA-10357, full insert 
sequence 


1.7 


1883 


D87001 


Homo sapiens immunoglobulin lambda gene locus DNA, clone:47H9 
downstream contig 


0.64 


1884 


AF378137 


Plasmodium falciparum clone g2-4-4#5 MB2 gene, partial cds 


0.081 


1885 


;XM_011791 


Homo sapiens laminin, gamma 3 (LAMC3), mRNA 


3E-58 


1886 


XM 007214 


Homo sapiens hypothetical protein FU10956 (FLJ10956), mRNA 


e-119 


1887 


AF227741 


Rattus norvegicus protein kinase WNK1 (WNK1) mRNA, complete 
cds 


0.96 


1888 


AL359578 


Homo sapiens mRNA; cDNA DKFZp547N163 (from clone 
DKFZp547N163) 


0.063 


1889 


AE002841 


Drosophila melanogaster genomic scaffold 142000013385478, 
complete sequence 


0.19 


1890 


X01121 


Mycoplasma capricolum genes for ribosomal proteins S8 and L6 


0.5 


1892 


AF082924 


Trissolcus basalis cytochrome oxidase II gene, partial cds; and tRNA- 
Asp and tRNA-Lys genes, complete sequence; mitochondrial genes for 
mitochondrial products 


0.02 


1893 


BC005693 


Mus museums, Similar to RUCEN cDNA 1 1 10002 A15 gene, clone 
MGC:11574 IMAGE:3597594, mRNA, complete cds 


1.4 


1894 


U29721 


Entamoeba histolytica p21racB (Eh racB) gene, partial cds 


0.15 


1895 


AK023959 


Homo sapiens cDNA FLJ13897 fis, clone THYRO1001706 


0.17 


1896 


XM 038475 


Homo sapiens DKFZP564J102 protein (DKFZP564J102), mRNA 


6E-33 


1897 


AL010164 


Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS 
*** from contig 3-95, complete sequence 


1.1 


1898 


AF176059 


Helcon sp. 16S ribosomal RNA gene, partial sequence; mitochondrial 
gene for mitochondrial product 


0.009 


1899 


L34640 


Homo sapiens platelet/endothelial cell adhesion molecule-1 (PECAM- 
1) gene, exons 7, 8 and 9 


0.007 


1901 


AC026061 


Homo sapiens BAC clone RP1 1-223K9 from Y, complete sequence 


1.5 


1902 


AF188516 


Staphylococcus aureus Bmr-like protein SblA (sblA) gene, complete 
cds 


0.08 


1903 


AL360177 


Human DNA sequence from clone RP1 1-86K9 on chromosome 10, j 
complete sequence [Homo sapiens] 


0.077 


1904 


L76261 


Meloidogyne javanica mitochondrial transfer RNA His, 16S ribosomal 
RNA (16S rRNA) genes, ND3 gene, complete cds, and cytochrome b 
gene, 5* end of CDS 


0.17 


1905 


XM_042904 


Homo sapiens mitochondrial ribosomal protein S25 (MRPS25), 
mRNA 


2 


1906 


XM 051831 


Homo sapiens similar to CYTOCHROME P450 51 (CYPL1) 
(P450L1) (STEROL 14-ALPHA DEMETHYLASE) (LANOSTEROL 
14-ALPHA DEMETHYLASE) (LDM) (P450-14DM) (H. sapiens) 
(LOC93525), mRNA 


0.66 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1907 


XM 012289 


Homo sapiens cytoskeleton associated protein 2 (CKAP2), mRNA 


2 


1908 


U44391 


Human Down Syndrome region of chromosome 21, clone A12H1-1B2 


0.008 


1909 


L04961 


Mouse nuclear-localized inactive X-specific transcript (Xist) mRNA 


1.8 


1910 


X61202 


Methanococcus voltae fruA, fruB, fxuG genes for subunits of F420- 
reducing hydrogenase and fruD orf 


0.078 


1911 


AP000242 


Homo sapiens genomic DNA, chromosome 21q22.1, clone:f43Dl 1, 
SOD-AML region, complete sequence 


0.0001 


1912 


AL023777 


S.pombe chromosome III cosmid cl827 


0.66 


1913 


XM_038450 


Homo sapiens hypothetical protein FLJ20694 (FLJ20694), mRNA 


0 


1914 


AF129510 


Mus museums DACH protein (Dach) mRNA, complete cds 


2.1 


1915 


AE001405 


Plasmodium falciparum chromosome 2, section 42 of 73 of the 
complete sequence 


0.18 


1916 


XM 039566 


Homo sapiens KIAA0948 protein (KIAA0948), mRNA 


6.8 


1917 


AP001431 


Homo sapiens genomic DNA, chromosome 21q22.2, clone:T1492, 
LB7T-ERG region, complete sequence 


0.074 


1918 


AF329137 


Camelus bactrianus microsatellite Cmsl sequence 


0.008 


1919 


NM_003816 


Homo sapiens a disintegrin and metalloproteinase domain 9 (meltrin 
gamma) (ADAM9), mRNA 


1E-17 


1920 


AE001414 


Plasmodium falciparum chromosome 2, section 51 of 73 of the 
complete sequence 


0.001 


1921 


U95074 


Caenorhabdrtis elegans protein disulphide isomerase isoform I (pdi-1) 
and cyclophilin isoform 9 (cyp-9) genes, complete cds 


0.029 


1922 


AB019534 


Homo sapiens gene for cathepsin L2, complete cds 


0.07 


1923 


AJ133777 


Arabidopsis thaliana mRNA for gamma-adaptin 2 


6.6 


1924 


XM 001304 


Homo sapiens cyclin-dependent kinase inhibitor 2C (pl8, inhibits 
CDK4) (CDKN2C), mRNA 


0.25 


1925 


AB037166 


Clostridium botulinum genes for ORF-22, HA-70, HA-17, HA-33, 
NTNHA, neurotoxin, complete cds 


0.2 


1926 


Z48243 


A.thaliana PARP mRNA for PARP protein 


0.081 


1927 


XM 041006 


Homo sapiens choreoacanthocytosis gene; KIAA0986 protein 
(KIAA0986), mRNA 


0.25 


1928 


XM_050592 


Homo sapiens uncharacterized hematopoietic stem/progenitor cells 
protein MDS032 (MDS032), mRNA 


0.083 


1929 


U34610 


Mus musculus alpha- 1(XVDI) collagen (COL18A1) gene, exon 6 and 
7 


0.008 


1930 


BC007658 


Homo sapiens, clone MGC:747 IMAGE:3343994, mRNA, complete 
cds 


6E-50 


1931 


AL451135 


Human DNA sequence from clone RP1 1-45G20 on chromosome 6, ■ 
complete sequence [Homo sapiens] 


2 


1932 


AB004883 


Marchantia paleacea mRNA for ribulose 1,5-bisphosphate ! 
carboxylase/oxygenase small subunit, complete cds t 


0.26 
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SEQID 
NO 
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DESCRIP 


P VALUE 


1933 


AF019973 


Rattus norvegicus neuron-specific enolase (NSE) mRNA, complete 
cds 


0.22 


1934 


AF231684 


Drosophila melanogaster outstretched (os) gene, complete cds 


0.75 


1935 


AC079136 


Homo sapiens clone RP11-153L12, complete sequence 


0.75 


1936 


AE006611 


Streptococcus pyogenes Ml GAS strain SF370, section 140 of 167 of 
the complete genome 


1.5 


1937 


AE007418 


Streptococcus pneumoniae section 101 of 194 of the complete genome 


0.029 


1938 


L26949 


Simian immunodeficiency virus (T5) surface envelope glycoprotein 
proviral gene, 5* end 


0.027 


1939 


AF343914 


Campylobacter jejuni NCTC 1 1828 LOS biosynthesis cluster, partial 
sequence 


0.58 


1940 


Z69925 


Human DNA sequence from clone LL22NC03-1 16A5 on chromosome 
22 Contains GSSs, complete sequence (Homo sapiens] 


6.2 


1941 


U96876 


Homo sapiens insulin induced protein 1 (1NSIG1) gene, complete cds 


0.78 


1942 


XM 030024 


Homo sapiens similar to protein kinase C binding protein 1 (H. 
sapiens) (LOC90218), mRNA 


0.009 


1943 


AF226993 


Rattus norvegicus selective LIM binding factor mRNA, complete cds 


0.7 


1944 


AF033037 


Plasmodium falciparum merozoite surface protein 4, merozoite 
surface protein 5, merozoite surface protein 2, and adenylosuccinate 
lyase genes, complete cds 


0.69 


1945 


AB053087 


Human immunodeficiency virus type 1 pol gene, reverse transcriptase 
amino terminal part, partial cds, 99JP-NH3-E plasma virus 
clone:NH3RT-V3-2-9 


0.028 


1946 


XM_033335 


Homo sapiens hypthetical protein PR02389 (PR02389), mRNA 


0.0001 


1947 


XM_010334 


Homo sapiens transducin (beta)-like 1 (TBL1), mRNA 


2.2 


1948 


AK003943 


Mus musculus 18 days embryo cDNA, RIKEN full-length enriched 
library, clone: 1 1 10028F1 1, full insert sequence 


2E-10 


1949 


AF085600 


Drosophila melanogaster inorganic pyrophosphatase NURF-38 (Nurf- 
38) gene, complete cds 


0.78 


1950 


U79731 


Plasmodium berghei extrachromosomal plastid PB-1, ORF470 gene, 
partial cds, tRNA-Thr, large subunit ribosomal RNA, tRNA-Met, 
tRNA-Arg, tRNA-Val, tRNA-Arg, tRNA-Leu, tRNA-Asn, tRNA-Ala, 
and small subunit ribosomal RNA genes, complete sequences 


0.72 


1951 


AK022877 


Homo sapiens cDNA FLJ12815 fis, clone NT2RP2002546 


0.003 


1952 


M62755 


Potato 4-coumarate-CoA ligase (St4Cl-l) gene, complete cds 


0.085 


1953 


AK017902 


Mus musculus adult male thymus cDNA, RIKEN full-length enriched 
library, clone:5830406J20, full insert sequence 


2.3 


1954 


AF164418 


Sorghum bicolor maturase (matK) gene, complete cds; chloroplast 
gene for chloroplast product 


0.078 


1955 


X54567 


Human MFD22 dinucleotide repeat DNA 


3E-13 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1956 


AB056832 


Macaca fescicularis brain cDNA clone:QflA-14079, full insert 
sequence 


0.00009 


1957 


XM 034132 


Homo sapiens ubiquitously transcribed tetratricopeptide repeat gene, 
Y chromosome (UTY), mRNA 


7 


1958 


L09706 


Homo sapiens complement component 2 (C2) gene allele b, exons 1 
through 8 


0.24 


1959 


XM 017231 


Homo sapiens hypothetical protein FLJ23342 (FU23342), mRNA 


8E-76 


1960 


X83989 


P.palustris chloroplast rbcL gene, promoter region 


0.003 


1961 


AK025090 


Homo sapiens cDNA: FLJ21437 fis, clone COL04285 


0 


1962 


AK013805 


Mus musculus adult male hippocampus cDNA, RIKEN full-length 
enriched library, clone:2900079F10, full insert sequence 


0.14 


1963 


AE006210 


Pasteurella multocida PM70 section 177 of 204 of the complete 
genome 


0.042 


1964 


AF075080 


Homo sapiens full length insert cDNA YQ80D07 


0.000001 


1965 


D42118 


Tobacco gene for par As protein, promoter region and partial cds 


0.009 


1966 


AF269350 


Staphylococcus epidermidis strain SRI clone step.l002dl2 genomic 
sequence 


2.3 


1967 


AF068904 


Staphylococcus aureus cell division protein FtsZ (ftsZ) gene, partial 
cds; YlmD (ylmD), YlmE (ylmE), YlmF (ylmF), YlmG (ylmG), and 
YlmH (ylmH) genes, complete cds; and cell division protein DivIVA 
(divIVA) gene, partial cds 


0.19 


1968 


AL589920 


Human DNA sequence from clone RP11-117A20 on chromosome 6, 
complete sequence [Homo sapiens] 


0.003 


1969 


AF027688 


Mus musculus survival motor neuron (Sinn) gene, promoter region 
and partial cds 


0.56 


1970 


AL049340 


Homo sapiens mRNA; cDNA DKFZp564P056 (from clone 
DKFZp564P056) 


0.25 


1971 


AJ223385 


Fowlpox virus strain HP-440 DNA, isolate FP9, 14.6 kb fragment 


0.25 


1972 


U25354 


Human mitochondrial DNA control region, Indonesian, sequence 1 of 
60 


3E-65 


1973 


AF269868 


Staphylococcus epidermidis strain SRI clone step,1027g02 genomic 
sequence 


0.083 


1974 


AE003326 


Drosophila melanogaster genomic scaffold 142000013385598, 
complete sequence 


0.087 


1975 


XM 050217 


Homo sapiens RNA binding protein (LOC84549), mRNA 


2.1 


1976 


AE001402 


Plasmodium falciparum chromosome 2, section 39 of 73 of the 
complete sequence 


0.026 


1977 


XM 001935 


Homo sapiens forkhead box D2 (FOXD2), mRNA 


2.1 


1978 


AL590384 


Human DNA sequence from clone RP1 1-349 A16 on chromosome 
Xq22.3-24, complete sequence (Homo sapiens] t 


0.008 


1979 


AL117050 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


2.2 


1980 


XM_037529 


Homo sapiens KIAA0410 gene product (KIAA0410), mRNA 


2.3 


1981 


X56212 


C.elegans gene for vitellogenin 


1.8 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


1982 


AF231684 


Drosophila melanogaster outstretched (os) gene, complete cds 


0.7 


1983 


AB032264 


Danio rerio mRNA for glycogen synthase kinase 3 alpha, complete 
cds 


2.2 


1984 


AK022877 


Homo sapiens cDNA FLJ12815 fis, clone NT2RP2002546 


0.009 


1985 


U89140 


Mus musculus aldose reductase gene, promoter region and exon 1 


0.69 


1986 


M37036 


Rat nucleolar proteins B23.1 and B23.2 


0.086 


1987 


XM 035498 


Homo sapiens amiloride-sensitive cation channel 2, neuronal 
(ACCN2), mRNA 


0.25 


1988 


U40944 


Caenorhabditis elegans cosmid PDB1, complete sequence 


0.025 


1989 


AF102762 


Dasylagon n. sp. f Mardulyn & Whitfield' 16S large subunit ribosomal 
RNA gene, partial sequence; mitochondrial gene for mitochondrial 
product 


0.24 


1990 


AF247631 


Maoricicada iolanthe cytochrome oxidase subunit I (COI) gene, 
partial cds; mitochondrial gene for mitochondrial product 


0.026 


1991 


Z81538 


Caenorhabditis elegans cosmid F45H10, complete sequence 


6.2 


1992 


Z72516 


Caenorhabditis elegans cosmid T25G3, complete sequence 


0.75 


1993 


AE002201 


Chlamydophila pneumoniae AR39, section 32 of 94 of the complete 
genome 


6.6 


1994 


NM_003816 


Homo sapiens a disintegrin and metalloproteinase domain 9 (meltrin 
gamma) (ADAM9), mRNA 


2E-17 


1995 


AL158132 


Human DNA sequence from clone RP3-323A24 on chromosome 4. 
Contains GSSs and a putative CpG island, complete sequence [Homo 
sapiens] 


0.074 


1996 


NM_023122 


Mus musculus glycoprotein m6b (Gpm6b), mRNA 


5.7 


1997 


AF014502 


Glycine max seed coat peroxidase precursor (Ep) gene, complete cds 


1.8 


1998 


AJ270226 \ 


Entodinium caudatum partial mRNA for putative glycosyltransferase, 
clone L48 


2.1 


1999 


AF159913 


Euplotes crassus transposon Tecl clone Tecl-2 orf 2 and orf 3 
pseudogenes, complete sequence 


0.011 


2000 


AF101309 


Caenorhabditis elegans cosmid H24G06, complete sequence 


2.2 | 


2001 


AB021240 


Hypseleotris compressus mitochondrial gene for Cytochrome b, 
complete cds 


0.022 


2002 


AC078798 


Homo sapiens 3 B AC PAC-56F1 1 (Roswell Park Cancer Institute 
Human BAC Library) complete sequence 


0.001 


2003 


AK021504 


Homo sapiens cDNA FLJ11442 fis, clone HEMBA1001327 


0.76 | 


2004 


AF314531 


Chilli leaf curl virus A component, complete sequence 


0.23 


2005 


XM 047794 


Homo sapiens KIAA1641 protein (KIAA1641), mRNA 


e-123 


2006 


AC079136 


Homo sapiens clone RP11-153L12, complete sequence 


0.65 


2007 


AE001422 


Plasmodium falciparum chromosome 2, section 59 of 73 of the 
complete sequence 


0.001 


2009 


AJ306692 


Drosophila virilis ORF1, rpL14 gene and ORF2 


0.26 | 


2010 


AC084242 


Arabidopsis thaliana chromosome 1 BAC T24P22 genomic sequence, 
complete sequence 


0.72 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2011 


Z16768 


H. sapiens (D12S90) DNA segment containing (CA) repeat; clone 
AFM172xd8; single read 


0.058 


2012 


AF3 11633 


Eimeria nieschulzi ORF470 gene, partial cds; apicoplast gene for 
apicoplast product 


1.9 


2013 


XM 012933 


Homo sapiens hypothetical protein FIJI 1656 (FLJ11656), mRNA 


2.5 


2014 


AB035190 


Homo sapiens RHD gene, intron 2, complete sequence 


1.6 


2015 


NC 002135 


Pleurotus ostreatus mitochondrial plasmid mlpl, complete sequence 


0.22 


2016 


AF085619 


Elgaria paucicarinata NADH dehydrogenase subunit I (ND1) gene, 
partial cds; tRNA-fle, tRNA-Gln, and tRNA-Met genes, complete 
sequence; NADH dehydrogenase subunit n (ND2) gene, complete cds; 
tRNA-Trp, tRNA-Ala, tRNA-Asn, tRNA-Cys, and tRNA-Tyr genes, 
O 


2.3 


2017 


D85424 


Homo sapiens gene for alphaSl -casein, 5 f flanking region 


0.077 


2018 


AE001138 


Borrelia burgdorferi (section 24 of 70) of the complete genome 


0.026 


2019 


BC007114 


Homo sapiens, clone IMAGE:4295422, mRNA 


0.23 


2020 


AF080510 


Homo sapiens mannose-binding protein gene, exon 4 and complete 
cds 


0.00001 


2022 


XM_027941 


Homo sapiens hypothetical protein DKFZp761J139 (DKFZp761J139), 
mRNA 


0.003 


2023 


Z68996 


Hsapiens mRNA for immunoglobulin kappa light chain VJ region 
(ID POM021) 


0.15 


2024 


AB049191 


Mus museums DNA, clone:lambda4/6, endogenous mouse mammary 
tumor virus LTR region 


0.15 


2025 


U62057 


Mycoplasma capricolum NADH oxidase (naox) gene, partial cds, and 
lipoate-protein ligase (lpla), pyruvate dehydrogenase EI alpha subunit 
(odpa), pyruvate dehydrogenase EI beta subunit (odpb), pyruvate 
dehydrogenase EH (odp2), dihydrolipoamide dehydroge> 


3 


2026 


AY018527 


Oryza sativa microsatellite MRG0852 containing (AT)X17, genomic 
sequence 


0.0003 


2027 


AF266084 


Phyllopetalia apicalis large subunit ribosomal RNA gene, partial 
sequence; tRN A- Valine gene, complete sequence; and small subunit 
ribosomal RNA gene, partial sequence; mitochondrial genes for 
mitochondrial products 


0.009 


2028 


AF249912 


Cucumis melo galactinol synthase (GAS1) gene, upstream sequence 
and partial cds 


0.021 


2029 


XM 048172 


Homo sapiens hypothetical protein DKFZp434F1017 
(DKFZP434F1017), mRNA 


6.5 


2030 


AF367436 


Erysimum cheiri chloroplast outer envelope membrane protein 
mRNA, complete cds 


1.2 


2031 


AF135026 


Homo sapiens kallikrein-like protein 3 (KLK9) gene, complete cds, 
alternatively spliced 


0.76 


2032 


Z69782 


A.thermophilum xylR gene, xynA gene and alfA gene 


0.0004 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2033 


NM 013730 


Mus musculus signaling lymphocyte activation molecule (Slam), 
mRNA 


6.4 


2034 


NCJ)02811 


Tarsius bancanus mitochondrion, complete genome 


0.69 


2035 


AF184822 


Arabidopsis thaliana inhibitor tagged site ITS55 genomic sequence 


0.24 


2036 


AE006626 


Streptococcus pyogenes Ml GAS strain SF370, section 155 of 167 of 
the complete genome 


5.4 


2037 


AF324424 


Ichthyophthirius multifiliis immobilization antigen isoform (IAG52 A) 
gene, complete cds 


0.003 


2038 


AL391223 


Human chromosome 14 DNA sequence Partial sequence from BAC R- 
325N7_PCR1 of library RPQ-11 from chromosome 14 of Homo 
sapiens (Human), complete sequence 


6.3 


2040 


AF369348 


Rabies virus V231.RB phosphoprotein (P) gene, complete cds 


1.4 i 


2041 


AF023666 


Apis mellifera sn-glycerol-3-phosphate dehydrogenase (Gpdh) gene, 
complete cds 


0.25 


2042 


XM 011553 


Homo sapiens aldo-keto reductase family 1, member Dl (delta 4-3- 
ketosteroid-5-beta-reductase) (AKR1D1), mRNA 


0.001 


2043 


XM 004530 


Homo sapiens nuclear receptor subfamily 2, group E, member 1 
(NR2E1), mRNA 


5E-41 


2044 


AJ277602 


Gallus gallus partial mRNA for initiation of translation factor 2 (cIF2 
gene) 


0.72 


2045 


XM_041537 


Homo sapiens echinoderm microtubule-associated protein-like 
(EMAPL), mRNA 


1.7 


2046 


AE001429 


Plasmodium falciparum chromosome 2, section 66 of 73 of the 
complete sequence 


0.57 


2047 


L03188 


Saccharomyces cerevisiae integrin analogue gene, complete cds 


0.23 


2048 


XM 034810 


Homo sapiens similar to ALU SUBFAMILY SQ SEQUENCE 
CONTAMINATION WARNING ENTRY (H. sapiens) (LOC90908), 
mRNA 


2E-25 


2049 


AE006570 


Streptococcus pyogenes Ml GAS strain SF370, section 99 of 167 of 
the complete genome 


0.64 


2050 


AY023977 


Oryza sativa microsatellite MRG6302 containing (ATTA)X6, closest 
to marker R1674, genomic sequence 


0.6 


2051 


M91384 


Dictyostelium discoideum thioredoxin (TRX1) mRNA, complete cds 


0.68 


2052 


XM 032748 


Homo sapiens KIAA1634 protein (KIAA1634), mRNA 


0.066 


2053 


AB004814 


Oryza sativa DNA for NLS receptor, complete cds 


0.009 


2054 


AF130049 


Homo sapiens clone FLB3411 PRO0852 mRNA, complete cds 


0.078 


2055 


Y19213 


Homo sapiens putative psihHbA pseudogene for hair keratin, exons 2 
to 7 


0.038 


2056 


AF305146 


Picea abies clone 1PABCA3F hypomethylated genomic sequence 


1.8 


2057 


Z67997 


Human DNA sequence from cosmid L206D7, Huntington's Disease 
Region, chromosome 4pl6.3 


0.0001 


2058 


U51024 


Human Down Syndrome region of chromosome 21 DNA 


0.0008 


2059 


AC092063 


Homo sapiens clone RP1 1-745H7, complete sequence 


0 
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Table 3A Nearest Neighbor (BlastN vs. Geribank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2060 


AE002123 


Ureaplasma ureafyticum section 24 of 59 of the complete genome 


1.8 


2061 


Z68019 


HTV-1 DNA V3 region (homosexual H1031, seroconversion sample 
1987) 


0.25 


2062 


XMJ)06487 


Homo sapiens spectrin, beta, non-erythrocytic 2 (SPTBN2), mRNA 


0.000003 


2063 


AF329716 


Oncorhynchus mykiss clone OSU9 T cell receptor beta chain variable 
region gene, partial cds 


0.0008 


2064 


AC024773 


Caenorhabditis elegans cosmid Y40C7A, complete sequence 


0.035 


2065 


XMJ)32748 


Homo sapiens KIAA1634 protein (KIAA1634), mRNA 


0.079 


2066 


M58526 


Human alpha-5 collagen type IV (COL4A5) mRNA, 3* end 


2.1 


2068 


X56697 


B.thuringiensis gene for sigma factor 35 


0.59 


2069 


D00768 


Pig pituitary glycoprotein hormone alpha subunit gene, exons 3 and 4 
and 3'flaiik j 


L6 


2070 


AF1 10621 


Boophilus microplus 12S ribosomal RNA gene, partial sequence; 
tRNA-Ile, tRNA-Gln, and tRNA-Phe genes, complete sequence; and 
NADH dehydrogenase subunit 5 (ND5) gene, partial cds, 
mitochondrial genes for mitochondrial products 


0.21 


2071 


AC024779 


Caenorhabditis elegans cosmid Y43B11AL, complete sequence 


0.24 


2072 


AK023589 


Homo sapiens cDNA FLJ13527 fis, clone PLACE1006076 


0 


2073 


X77691 


W.suaveolens mitochondrial DNA intergenic region between ORF1 
and 15S rRNA genes 


0.24 | 


2074 


Z68749 


Caenorhabditis elegans cosmid F56H11, complete sequence 


14 i 


2075 


AF302113 


Solanum tuberosum glutamine synthetase GS2 (gin) mRNA, partial 
cds; nuclear gene for plastid product 


1.4 ! 


2076 


U27078 


Trichaptum abietinum mitochondrial small subunit ribosomal RNA, 
mitochondrial gene, partial sequence 


0.64 


2077 


XM 012456 


Homo sapiens golgin-67 (KIAA0855), mRNA 


2.2 1 


2078 


AB032960 


Homo sapiens mRNA for KIAA1134 protein, partial cds 


1E-36 


2079 


XM 052376 


Homo sapiens hypothetical gene supported by AF106046; AK000332 
(LOC93587), mRNA 


0.66 


2080 


AB021866 


Homo sapiens KIP gene, complete cds 


1.3 


2081 


XM 029213 


Homo sapiens hypothetical protein DKFZp564O0523 
(DKFZP564O0523), mRNA 


0.38 


2082 


AF384143 


Triticum aestivum pathogenesis-related protein 1 mRNA, complete 
cds 


0.0003 


2083 


AE002368 


Neisseria meningitidis serogroup B strain MC58 section 10 of 206 of 
the complete genome 


0.71 


2084 


AE006662 


Sulfolobus soliataricus section 21 of 272 of the complete genome 


0.63 


2085 


AY020760 


Oiyza saliva microsatellite MRG3085 containing (TA)X13, closest to 
marker R2976, genomic sequence 


6.9 


2086 


AF161419 


Homo sapiens HSPC301 mRNA, partial cds 


1.8 


2087 


AJ249838 


Gallus gallus mRNA for radixin (rdx gene) 


2.1 


2088 


U43536 


Corynebacterium glutamicum heat shock, ATP-binding protein (clpB) 
gene, complete cds 


0.22 


2089 


XM 037588 


Homo sapiens KIAA0874 protein (KIAA0874), mRNA 


2E-34 i 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2090 


NC 002697 


Chrysomya chloropyga mitochondrion, complete genome 


0.077 


2091 


AF332207 


Caenorhabditis elegans clone yk509b7 nuclear receptor NHR-57 gene, 
partial cds 


0.45 


2092 


U39886 


Bos tauras Y-chromosome specific genomic sequence 


0.2 


2093 


Z19055 


B.aphidicola tryptophan operon 


0.26 | 


2094 


AJ290309 


Simethis mattiazzii chloroplast trnL-tmF intergenic spacer 


0.57 


2095 


AK013631 


Mus musculus adult male hippocampus cDNA, RIKEN full-length 
enriched library, clone:2900041A09, full insert sequence 


0.18 


2096 


AF015468 


Plasmodium falciparum microsatellite LT103 sequence 


0.11 ! 


2097 


AJ277734 


Sus scrofa microsatellite sequence S0601 


0.4 


2098 


AF203341 


Glycine max chloroplast carboxyl transferase alpha subunit (accA-4) 
nuclear pseudogene, partial sequence; and putative steroid reductase 
gene, complete cds 


0.001 


2099 


XM 052597 


Homo sapiens KIAA1350 protein (KIAA1350), mRNA 


0 


2100 


Z96649 


H. sapiens telomeric DNA sequence, clone 6QTEL010, read 
6QTELOO010.seq 


0.007 


2101 


BC009105 


Mus musculus, Harvey rat sarcoma oncogene, subgroup R, clone 
MGC:6162 IMAGE: 3483 3 13, mRNA, complete cds 


4.1 


2102 


AF245117 


Mus musculus leukocyte cell-surface molecule (Ly9) gene, exon 1 


0.025 


2103 


AL023810 


Caenorhabditis elegans cosmid C16D2, complete sequence 


0.008 


2104 


X17051 


E.gracilis DNA for ribosomal protein operon 


0.21 


2105 


AF005392 


Homo sapiens alpha tubulin (TUBA2) gene, partial cds 


0.63 


2106 


AE002798 


Drosophila melanogaster genomic scaffold 142000013385466, 
complete sequence 


0.025 


2107 


AE002114 


Ureaplasma urealyticum section 15 of 59 of the complete genome 


0.074 


2108 


L48039 


Fibrobacter succinogenes endo-l,4-beta-D-glucanase gene, complete 
cds, endo-l,4-beta-D-glucanase gene, 5 1 end of cds 


2 


2109 


D87922 


Rat DNA for 3TJTR of skeletal muscle sodium channel, partial 
sequence 


0.71 


2110 


AF157137 


Gongronella butleri 18S ribosomal RNA gene, partial sequence 


0.24 


2111 


Z92970 


Caenorhabditis elegans cosmid H06O01, complete sequence 


0.24 


2112 


AB035494 


Alternaria alternata gene for Akt3-2, complete cds 


0.61 


2113 


M38351 


Rat embryonic glutamic acid decarboxylase gene, embryonic stop (ES) 
exon 


0.67 


2114 


X16715 


D. melanogaster gene for chorion protein sl6 


0.21 


2115 


U16271 


Homo sapiens AMP deaminase isoform L (AMPD2) gene, exons 1 A 
and IB 


0.07 


2116 


AF317672 


Helicobacter pylori isolate 4424 vacuolating cytotoxin VacA (vacA) 
gene, partial cds 


0.24 


2117 


NM 010250 


Mus musculus gamma-aminobutyric acid (GABA-A) receptor, subunit 
alpha 1 (Gabral), mRNA 


0.76 


2118 


BO)10786 


Mus musculus, Similar to CREB/ATF family transcription factor, 
clone MGC:18836 IMAGE:42 11480, mRNA complete cds 


0.69 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2119 


U67482 


Methanococcus jannaschii section 24 of 150 of the complete genome 


0.24 


2120 


U73373 


HIV-1 clone 1063-2-VPR vpr gene, complete cds 


2 


2121 


AE007370 


Streptococcus pneumoniae section 53 of 194 of the complete genome 


0.68 


2122 


AL449163 


Human DNA sequence from clone RP11-533E16 on chromosome 6, 
complete sequence [Homo sapiens] 


2E-11 


2123 


X63382 


Antithamnion sp. rhodoplast genes atpl, atpH, atpG, atpF, arpD, arpA, 
orfl, orf2 and orf3 


0.081 


2124 


AF186797 


Homo sapiens RalGDS-like (RGL) gene, exon 17 


0.009 


2125 


AFU0796 


Rattus norvegicus GABAB1 receptor (GABABR1) gene, exons 1 
through 9 


4.2 


2126 


XM_038798 


Homo sapiens KIAA1457 protein (KIAA1457), mRNA 


2E-96 


2127 


U96998 


Homo sapiens MET proto-oncogene, intron 19, 3' end 


0.67 | 


2128 


AE006410 


Lactococcus lactis subsp. lactis IL1403 section 172 of 218 of the 
complete genome 


0.084 


2129 


AB050422 


Macaca fascicularis brain cDNA, clone:QnpA-21421 


6.9 


2130 


AF375597 


Mus musculus medium and short chain L-3-hydroxyacyl-Coenzyme A 
dehydrogenase (Mschad) gene, exons 2 through 8, and complete cds; 
nuclear gene for mitochondrial product 


2.2 


2131 


AE002758 


Drosophila melanogaster genomic scaffold 142000013385931, 
complete sequence 


0.26 


2132 


AJ008105 


Chrysolina timarchoides COI gene, partial CDS 


0,031 


2133 


U67526 


Methanococcus jannaschii section 68 of 150 of the complete genome 


2 


2134 


AJ223966 


Mus musculus NAGA gene 


0.63 


2135 


AF016986 


Callicebus moloch gammal-globin gene, complete cds 


0.68 


2136 


U66872 


Danio rerio enhancer of rudimentary homolog mRNA, complete cds 


0.029 


2137 


AJ271220 


Homo sapiens partial gene for dystrophin, intron 49 


0.009 


2138 


AF075602 


Canis familiaris prostaglandin E2 receptor subtype EP2 mRNA, 
complete cds 


0.23 


2139 


XM 045015 


Homo sapiens hypothetical protein FLJ00052 (FLJ00052), mRNA 


0.75 


2140 


AY034614 


Danio rerio Sec61 alpha form B mRNA, complete cds 


0.1 


2141 


XM_028150 


Homo sapiens similar to MACROPHAGE MANNOSE RECEPTOR 
PRECURSOR (H. sapiens) (LOC90010), mRNA 


1.9 


2142 


M24026 


Rat MHC class I RT1 (RT44) mRNA (u haplotype), 3' end 


0.24 


2143 


AK010194 


Mus musculus adult male tongue cDNA, RJGKEN full-length enriched 
library, clone:2310076E16, full insert sequence 


2 


Z144 


AF165062 


Hepatitis C virus strain MD9-2 complete genome 


1.2 | 


2145 


AE007469 


Streptococcus pneumoniae section 152 of 194 of the complete genome 


2.1 


2146 


Z97349 


Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS 
*** from contig 3-06, complete sequence 


0.046 


2147 


NM__010161 


Mus musculus ecotropic viral integration site 2 (Evi2), mRNA 


0.02 
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Table 3A Nearest Neighbor (BlastN vs. Geubank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2148 


AE005586 


Escherichia coli 0157 Ml EDL933 genome, contig 3 of 3, section 205 
of290 


1.2 


2149 


AF332928 


Psacothea hilaris isolate HA15 16S ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.069 


2150 


D49504 


Borrelia garinii gene for outer surface protein C, complete cds 


0.37 


2151 


L25647 


Homo sapiens fibroblast growth factor receptor gene (located in the 
central MHC) signal peptide and consecutive exon 


0.05 


2152 


AB040746 


Carassius auratus gene for c-MYC, complete cds 


0.063 


2153 


X55978 


T. brucei ESAG 8 gene for a leucine-rich repeat family protein 


0.12 


2154 


AB010426 


Phytoplasma sp. gene for AL1 like protein, complete cds 


0.009 


2155 


XM 005841 


Homo sapiens cdk inhibitor p21 binding protein (TOK-1), mRNA 


5.8 


2156 


AK025222 


Homo sapiens cDNA: FLF21569 fls, clone COL06508 


1E-33 


2157 


AF234652 


Mesembryanthemum crystallinum protein kinase MK5 mRNA, 
complete cds 


0.2 


2158 


AE006513 


Streptococcus pyogenes Ml GAS strain SF370, section 42 of 167 of 
the complete genome 


9.2 


2159 


XM 003660 


Homo sapiens calcium modulating ligand (CAMLG), mRNA 


0.023 


2160 


AF003490 


Mesostoa kerri 16S ribosomal RNA gene, partial sequence 


0.000004 


2161 


XMJ)48768 


Homo sapiens tetratricopeptide repeat domain 3 (TTC3), mRNA 


6.7 


2162 


AF323442 


Plasmodium yoelii yoelii clone 10 235 kDa rhoptry protein (ma.1) 
gene, partial cds 


0.019 


2163 


AK016560 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4932441H21, full insert sequence 


4.7 j 


2164 


Y12332 


E.tenella plastid genes rpsl2, rps7, tuf, ORF45, and tRNA-Phe 


0.003 


2165 


AL1 14081 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


0.002 


2166 


AF332207 


Caenorhabditis elegans clone yk509b7 nuclear receptor NHR-57 gene, 
partial cds 


0.49 


2167 


AF102263 


Helicoverpa zea clone S211 cytochrome P450 (CYP6B8) mRNA, 
complete cds 


0.074 


2168 


AL133397 


Human DNA sequence from clone RPl-213Jlp on chromosome 
22qll.21-12.2, complete sequence [Homo sapiens] 


0.039 


2169 


AL157423 


Homo sapiens mRNA; cDNA DKFZp76 100511 (from clone 
DKFZp761O0511) 


7E-15 


2170 


AF282578 


Homo sapiens clone 20ptel_cl622_12J3.3f sequence 


9E-17 


2171 


AB022280 


Oryrias latipes gene for soluble guanylyl cyclase alpha subunit, 
complete cds 


3.7 j 


2172 


AF052744 


Homo sapiens transcriptional repressor p54 gene, promoter region and 
partial cds 


2 


2173 


XM 007685 


Homo sapiens MAGE-like 2 (MAGEL2), mRNA 


0.008 


2174 


AK019539 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4921514G21, full insert sequence 


1.6 


2175 


AE007472 


Streptococcus pneumoniae section 155 of 194 of the complete genome 


6.2 


2176 


AL162381 


Human DNA sequence from clone RP11-174B19 on chromosome 6, 
complete sequence Porno sapiens] 


0.059 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2177 


M21836 


Mouse extra-embryonic endodermal cytokeratin type II (EndoA) 
mRNA, complete cds 


e-138 


2178 


X06292 


Human ofes/fps proto-oncogene 


1.7 


2179 


AF360278 


Arabidopsis thaliana putative MLH1 protein (AT4g09140) mRNA, 
complete cds 


0.0001 


2180 


X78548 . 


G.max gene encoding epoxide hydrolase 


0.68 


2181 


Z56222 


Ksapiens CpG island DNA genomic Msel fragment, clone 97b6, 
reverse read cpg97b6.rtla 


5E-60 


2182 


AF200412 


Wiebesia brusi cytochrome oxidase subunit I (COI) gene, partial cds; 
tRNA-Leu gene, complete sequence; and cytochrome oxidase subunit 
O (COO) gene gene, partial cds; mitochondrial genes for 
mitochondrial products 


0.084 


2183 


AF360327 


Arabidopsis thaliana putative metal-binding protein 
(MLE2.16/AT5g63530) mRNA, complete cds 


0.014 


2184 


XM 005837 


Homo sapiens CUG triplet repeat, RNA-binding protein 2 (CUGBP2), 
mRNA 


0.22 


2185 


BC008152 


Mus museums, caspase 1, clone MGC:6106 IMAGE:3583883, 
mRNA, complete cds 


1.9 


2186 


U41289 


Dictyostelium discoideum K7 kinesin-like protein mRNA, complete 
cds 


0.66 


2187 


AF163863 


Mustela vison tyrosine aminotransferase gene, complete cds 


0.23 


2188 


XM 017198 


Homo sapiens hypothetical protein FLJ12085 (FLJ12085), mRNA 


4E-36 


2189 


D16180 


Human PMP2 gene for peripheral myelin protein 2, exon 2 and 3 


0.68 I 


2190 


AB037920 


Clostridium botulinum genes for ORF-22, HA-70, HA-17, HA-33, 
NTNHA, neurotoxin, complete cds 


0.083 


2191 


AE006703 


Sulfolobus solfataricus section 62 of 272 of the complete genome 


1.6 


2192 


AB047401 


Periplaneta americana Vg-2 mRNA for vitellogenin-2, complete cds 


0.25 


2193 


U11491 


Human rotavirus M37 non-structural protein NSP1 mRNA, complete 
cds 


0.17 


2194 


AF338818 


Mus museums flavohemoprotein b5/b5R mRNA, complete cds 


2.3 


2195 


AP001290 


Mus museums genomic DNA, chromosome 7, clone:B118_5, 
complete sequence 


0.56 


2196 


XM 010940 


Homo sapiens putative GR6 protein (GR6), mRNA 


2E-61 j 


2197 


AF1 19554 


Plasmodium falciparum para-aminobenzoic acid synthetase gene, 
complete cds 


0.009 


2198 


AY035995 


Streptococcus pneumoniae strain SPN1506 topoisomerase IV subunit 
A (parC) gene, complete cds 


1.2 


2199 


XM 006892 


Homo sapiens cAMP responsive element binding protein-like 2 
(CREBL2), mRNA 


0.049 


2200 


X87127 


Borrelia burgdorferi repeated DNA element, 30.5 kb circular plasmid 
copy ; 


0.46 


2201 


AB010958 


Clostridium thermocellum xynA and xynB genes for xylanase, 
complete cds ' 


0.23 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2202 


AE003004 


Drosophila melanogaster genomic scaffold 142000013385492, 
complete sequence 


0.23 


2203 


U63418 


Mus musculus uncoupling protein (Ucp) gene, nuclear gene encoding 
mitochondrial protein, complete cds 


0.23 


2204 


AJ243265 


Homo sapiens partial PGM1 gene for phosphoghicomutase 1, exons 5- 
7 


e-135 


2205 


X13883 


Yersinia pseudotuberculosis virulence plasmid pIBI yopA gene for 
Yopl protein 


2.1 


2206 


XMJU1639 


Homo sapiens KIAA0535 gene product (KIAA0535), mRNA 


8E-22 


2207 


AF098990 


Caenorhabditis elegans cosmid H35N03 


2.2 


2208 


AB037920 


Clostridium botulinum genes for ORF-22, HA-70, HA-17, HA-33, 
NTNHA, neurotoxin, complete cds 


0.2 


2209 


AB053087 


Human immunodeficiency virus type 1 pol gene, reverse transcriptase 
amino terminal part, partial cds, 99JP-NH3-Q plasma virus 
clone:NH3RT-V3-2-9 


0.028 


2210 


NM 008989 


Mus musculus purine rich element binding protein A (Pura), mRNA 


0.028 


2211 


U97291 


Equus caballus random genomic clone JH226 


0.008 


2212 


AK001699 


Homo sapiens cDNA FLJ10837 fis, clone NT2RP4001260, highly 
similar to Homo sapiens mRNA for KIAA0875 protein 


0.016 


2213 


U84532 


Human dystrobrevin (DTN) gene, exon 4 


0.23 


2214 


Z54522 


Hsapiens CpG island DNA genomic Msel fragment, clone 12b6, 
forward read cpgl2b6.ftlc 


1.5 


2215 


Z69666 


Human DNA sequence from cosmid 24F8 from a contig from the tip 
of the short arm of chromosome 16; spanning 2Mb of 16pl3.3. 
Contains ESTs, repeat polymorphism and CpG island 


6.5 


2216 


M69205 


Ockelbo virus complete genome 


2.2 


2217 


AF202552 


Homo sapiens DNA methyltransferase (DNMTl) gene, exons 2, 3, 
and 4 


0.24 


2218 


D16541 


Chicken DNA for connecrm(titin), partial sequence 


0.064 


2220 


AC023351 


Homo sapiens clone RP1 1-637 J20, complete sequence 


1E-59 


2221 


AL512305 


Human DNA sequence from clone RP1 1-85E24 on chromosome 6, 
complete sequence [Homo sapiens] 


0.002 


2222 


U67581 


Methanococcus jannaschii section 123 of 150 of the complete genome 


5 


2223 


AE007428 


Streptococcus pneumoniae section 111 of 194 of the complete genome 


1.9 


2224 


AKO23601 


Homo sapiens cDNA FLJ13539 fls, clone PLACE1006640 


1.7 


2225 


AF375468 


Homo sapiens endothelial protein C receptor (PROCR) gene, complete 
cds 


0.016 


2226 


AF350726 


Symphyglossum sanguineum chloroplast tRNA-Leu (trnL) gene and 
trnL-trnF intergenic spacer, partial sequence 


1.4 


2227 


NM_008308 


Mus musculus 5-hydroxytryptamine (serotonin) receptor 1 A (Htrla), 
mRNA 


0.23 


2228 


Z62421 


Rsapiens CpG island DNA genomic Msel fragment, clone 68h2, 
forward -read cpg68h2.ftla 


4E-68 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2229 


AF210834 


Homo sapiens HARP (HARP) gene, exons 3 and 4 


0.008 


2230 


L81672 


Homo sapiens (subclone 2Jbl2 from PI H49) DNA sequence, 
complete sequence 


0.13 


2231 


XM 008431 


Homo sapiens integrin, alpha 3 (antigen CD49C, alpha 3 subunit of 
VLA-3 receptor) (ITGA3), mRNA 


1.8 


2232 


AE006295 


Lactococcus lactis subsp. lactis IL1403 section 57 of 218 of the 
complete genome 


0.19 


2233 


U39693 


Mycoplasma genitalium section 15 of 51 of the complete genome j 


0.21 


2234 


AL032629 


Caenorhabditis elegans cosmid Y102F5A, complete sequence 


0.46 


2235 


AF029114 


Ascogaster sp. 16S ribosomal RNA gene, mitochondrial gene for 
mitochondrial RNA, partial sequence 


0.076 


2236 


AF150036 


Hyalomma dromedarii 12S small ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.63 


2237 


AF013711 


Homo sapiens 22 kDa actin-binding protein (SM22) gene, complete 
cds 


0.6 


2238 


XM 035961 


Homo sapiens hypothetical protein FLJ10849 (FU10849), mRNA 


0.77 


2239 


AJ290957 


Drosophila erecta partial eIF2g gene for eukaiyotic translation 
initiation factor 2 gamma and Su(var)3-9 gene for heterochromatin 
protein 


0.24 


2240 


AF282004 


Homo sapiens clone 15qtel_c366at7 sequence 


8.2 


2241 


AF104915 


Plasmodium falciparum protein serine/threonine kinase- 1 (pskl) gene, 
complete cds 


0.009 


2242 


M22064 


Mouse MHC class I Lyt-2-a gene encoding lyt-2. 1 T-cell surface 
alloantigen, complete cds 


0.049 


2243 


AF265368 


Hypseleotris compiessa 12S ribosomal RNA gene, complete sequence; 
mitochondrial gene for mitochondrial product 


0.21 


2245 


AE001397 


Plasmodium falciparum chromosome 2, section 34 of 73 of the 
complete sequence 


0.024 


2246 


AK004676 


Mus musculus adult male lung cDNA, RIKEN full-length enriched 
library, clone: 1200009124, full insert sequence 


0.56 


2247 


XM_002436 


Homo sapiens sterile-alpha motif and leucine zipper containing kinase 
AZK (ZAK), mRNA 


0.67 


2248 


AE006324 


Lactococcus lactis subsp. lactis IL1403 section 86 of 218 of the 
complete genome 


0.47 


2249 


XM 042833 


Homo sapiens KIAA0295 protein (KIAA0295), mRNA 


5.1 


2250 


X63412 


B.burgdorferi plasmid ospA gene for outer surface protein A 


0.36 


2251 


AK024235 


Homo sapiens cDNA FLJ14173 fis, clone NT2RP2002755 


1.8 


2252 


U69826 


Eryx miliaris nogajorum cytochrome b (cytb) gene, mitochondrial 
gene encoding mitochondrial protein, partial cds 


5.9 


2254 


AF038086 


HIV-1 isolate TZB0036 from Tanzania, gpl20 C2-C4 region (env) 
gene, partial cds 


0.077 


2255 


AF3 17082 


Adoncholaimus thalassophygas isolate Sou39 large subunit ribosomal 
RNA gene, partial sequence; mitochondrial gene for mitochondrial 
product 


0.003 


2256 


NM_005386 


Homo sapiens neuronatin (NNAT), mRNA 


0.6 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2257 


XM 037301 


Homo sapiens hypothetical protein FLJ12697 (FLJ12697), mRNA 


2E-61 


2258 


XM_028046 


Homo sapiens KIAA0220 protein (KIAA0220), mRNA 


5E-61 | 


2259 


U94520 


Lactococcus lactis plasmid pND861 abortive phage resistance proteins 
(abiLi) and (abiLii) genes, complete cds 


0.81 


2260 


U00037 


Caenorhabdrtis elegans cosmid T20H4 


0.081 


2261 


Z74866 


S.cerevisiae chromosome XV reading frame ORF YOL124c 


0.55 j 


2262 


Z92779 


Caenorhabditis elegans cosmid C44E1, complete sequence 


0.7 


2263 


V00694 


Saccharomyces cerevisiae mitochondrion COX/OXO gene encoding 
for cytochrome oxidase subunit 1 


0.021 


2264 


AC010728 


Homo sapiens BAG clone RP11-258E22 from Y, complete sequence 


3E-30 


2265 


AJ406392 i 


Beta vulgaris partial En/Spm-like transposon, clone 44.9 


0.054 


2266 


AE001430 


Plasmodium falciparum chromosome 2, section 67 of 73 of the 
complete sequence 


0.064 


2267 


AF378270 


Pangasius sp. ZZSH-2001 microsatellite PSP-G 456 sequence 


1.1 


2268 


XM 047227 


Homo sapiens hypothetical gene supported by AL122112 
(LOC92776), mRNA 


0.38 i 


2269 


AE002758 


Drosophila melanogaster genomic scaffold 142000013385931, 
complete sequence 


0.2 


2270 


AL115861 


Botiytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


0.14 


2271 


AE006407 


Lactococcus lactis subsp. lactis IL1403 section 169 of 218 of the 
complete genome 


1.8 


2272 


XM_049351 


Homo sapiens KIAA1600 protein (KIAA1600), mRNA 


0.0007 


2273 


AE005977 


Caulobacter crescentus section 303 of 359 of the complete genome 


5.2 


2274 


XM 007057 


Homo sapiens chromosome 12 open reading frame 5 (C12orf5), 
mRNA 


0.63 


2275 


XM_031923 


Homo sapiens hypothetical gene supported by AK023761 
(LOC90466), mRNA 


0.0000007 


2276 


AJ005330 


pGAII(-) SK positive selection cloning vector gltS gene 


3E-21 


2277 


XM__029246 


Homo sapiens collagen, type I, alpha 2 (COL1A2), mRNA 


0.051 j 


2278 


AF185279 


Homo sapiens polymerase delta small subunit (POLD2) gene, partial 
sequence 


0.002 


2279 


AF080592 


Mus musculus centrin (Cetn2) gene, complete cds 


1.8 


2280 


XM 033626 


Homo sapiens nucleoporin-like protein 1 (NLP1), mRNA 


3.6 


2281 


AB011667 


Ipomoea purpurea genes for dihydroflavonol 4-reductase, complete 
cds 


0.25 


2282 


AB011667 


Ipomoea purpurea genes for dihydroflavonol 4-reductase, complete 
cds 


0.25 


2283 


XM 002698 


Homo sapiens LOC89635 (LOC89635), mRNA 


6.3 


2284 


BC009385 


Homo sapiens, clone MAGE:4127835, mRNA 


0.61 


2285 


U39718 


Mycoplasma genitalium section 40 of 5 1 of the complete genome 


3.4 


2286 


AB036755 


Schizosaccharomyces pombe spol4/stll gene for Secl2-like protein, 
complete cds 


0.079 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2287 


AF369960 


Sepiella maindroni isolate c 16S ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.22 


2288 


AE00536O 


Escherichia cob' 0157:H7 EDL933 genome, contig 2 of 3, section 29 
of 55 


0.6 


2289 


U01034 


Eastern equine encephalomyelitis virus North American antigenic 
variety nonstructural polyprotein and structural polyprotein genes, 
complete cds 


1.7 


2290 


AF355103 


Pleurotus ostreatus linear mitochondrial plasmid mlp2, partial 
sequence 


5.7 


2291 


AC000043 


Homo sapiens Chromosome 22ql3 Cosmid Clone p74a8, complete 
sequence 


0.085 


2292 


X89398 


Hsapiens ung gene for uracil DNA-glycosylase 


0.71 


2293 


AY008264 


Yersinia enterocolitica phage shock protein locus, complete sequence 


2.2 


2294 


AJ011320 


Drosophila melanogaster Su(P) and anon-73Bl genes and partial o25 
gene and Pros26 gene 


6.5 


2295 


XM 040290 


Homo sapiens glutamate receptor, ionotropic, AMPA 1 (GRIA1), 
mRNA 


4 


2296 


AJ293578 


Homo sapiens partial MOCS1 gene, exons 2-8 


6.3 


2297 


BC007051 


Homo sapiens, clone MGC: 12465 IMAGE:3683051, mRNA, 
complete cds 


7E-32 


2298 


M23103 


B.subtilis spoIVCB gene, complete cds 


0.2 


2299 


AF280606 


Triticum aestivum omega gliadin pseudogene, complete sequence 


0.24 


2300 


AF266095 


Platycnemis pennipes large subunit ribosomal RNA gene, partial 
sequence' tRNA- Valine ffene comolete seouence* and small subunit 
ribosomal RNA gene, partial sequence; mitochondrial genes for 
mitochondrial products 


0.077 


2301 


AF1 14927 


Saccharomyces pastorianus CBS1538 small subunit ribosomal RNA 
gene, mitochondrial gene for mitochondrial RNA, complete sequence 


0.23 


2302 


M68901 


P.multocida adenylate cyclase (cya) gene, complete cds 


0.23 


2303 


AJ235878 


Amorphophallus kiusiuensis chloroplast atpB-rbcL spacer, isolate PL1 


0.23 


2304 


NM_016158 


Homo sapiens erythrocyte transmembrane protein (LOC51145), 
mRNA 


5E-34 


2305 


Y17254 


Euplotes octocarinatus gamma-tubulin 2 micronuclear gene 


2.3 


2306 


X99872 


Sulfolobus acidocaldarius pyrB gene 


0.033 


2307 


X81001 


H.sapiens HCG II mRNA 


0.001 


2308 


Z80213 


Caenorhabditis elegans cosmid C09E9, complete sequence 


0.025 


2309 


AF257022 


Salmo salar clone BHMS7-009 microsatellite sequence 


0.74 


2310 


AL138748 


Human DNA sequence from clone RP4-732E19 on chromosome 
Xq2Ll-2L33 Contains GSSs, complete sequence [Homo sapiens] 


0.21 


2311 


AJ409108 


Entamoeba histolytica rpl27a-2 gene for ribosomal protein large 
subunit 27a-2, exons 1-2 


0.009 


2312 


U26556 


Human ferritin H (FTHL13) pseudogene 


0.008 
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Table 3A Nearest Neigbbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2313 


AF126320 


Protoclythia modesta 12S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.26 


2314 


AL137590 


Homo sapiens mRNA; cDNA DKFZp434K0610 (from clone 
DKFZp434K0610) 


2 


2315 


Z81471 


Caenorhabdftis elegans cosmid C14B4, complete sequence 


0.029 


2316 


AE001567 


Helicobacter pylori, strain J99 section 128 of 132 of the complete 
genome 


0.028 


2317 


U47913 


Tribolium freemani Woot retrotransposon, partial sequence and 3' 
insertion junction F3(l) 


0.081 


2318 


X3VL037521 


Homo sapiens centrosomal P4.1-associated protein; uncharacterized 
bone marrow protein BM032 (BM032), mRNA 


2.2 


2319 


AF269701 1 


Staphylococcus epidermidis strain SRI clone step.l017g02 genomic 
sequence 


0.7 | 


2320 


AF378183 


Oryza sativa cultfvar Milyang23 cytosolic fructose-1 mRNA, partial 
cds 


6.9 


2321 


AY019090 


Oryza sativa microsatellite MRG1415 containing (AT)X26, genomic 
sequence 


0.085 


2322 


AL449163 


Human DNA sequence from clone RP1 1-533E16 on chromosome 6, 
complete sequence [Homo sapiens] 


0.00004 


2323 


M19540 


Adenovirus type 41 DNA-binding protein (DBP) gene, exons 2 and 3, 
23K protease, complete cds, hexon and 100K protein genes, last exons 


0.026 


2324 


AJ272029 


Homo sapiens partial CD30 gene for cytokine receptor CD30 and 
promoter region 


0.003 


2325 


AF082966 


Homo sapiens genomic sequence 


0.75 


2326 


AE002940 


Drosophila melanogaster genomic scaffold 142000013385820, 
complete sequence 


0.028 


2327 


Z54147 


Human DNA sequence from cosmid L129H7, Huntington's Disease 
Region, chromosome 4pl6.3 contains CpG island 


0.001 


2328 


D12590 


Rattus norvegicus DNA, RFLP marker at locus A403 


0.077 


2329 


XM 035524 


Homo sapiens KIAA1201 protein (KIAA1201), mRNA 


0.025 


2330 


XM 003575 


Homo sapiens soluble liver antigen/liver pancreas antigen ! 
(LOC51091), mRNA 


4E-27 


2331 


BC009503 


Homo sapiens, Gl to S phase transition , 1, clone MGC: 1735 
IMAGE:2822947, mRNA, complete cds 


0.69 


.2332 


BC005572 


Mus mnsculus, golgi vesicular membrane trafficking protein pl8, 
clone MGC:11601 IMAGE:3967968, mRNA, complete cds 


0.78 


2333 


U39726 


Mycoplasma genitalium section 48 of 51 of the complete genome 


0.086 


2334 


XM 039942 


Homo sapiens Meis (mouse) homolog 3 (MEIS3), mRNA 


0.72 


2335 


X67506 


C.thermocellum ancA gene 


0.084 


2336 


AL1 17553 


Homo sapiens mRNA; cDNA DKFZp564F1171 (from clone 
DKFZp564F1171) 


0.22 


2337 


AF1 15574 


Pisum sativum pathogenesis-related protein (DRR206-C) gene, 
complete cds 


0.009 ! 


2338 


Y11874 


M.musculus uPA gene, promoter sequence 


2.3 ! 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


I DESCRIP 


P VALUE 


2339 


BC008277 


Mus musculus, Similar to Endothelin receptor type A, clone 
MGC:6567 IMAGE:2812426, mRNA, complete cds 


2.2 


2340 


XM_009543 


Homo sapiens transcription factor AP-2 gamma (activating enhancer- 
binding protein 2 gamma) (TFAP2C), mRNA 




2341 


NM 015809 


Mus musculus keratin-associated protein 5-4 (Krtap5-4), mRNA 


! 0.42 


2342 


AE000813 


Methanobacterium tliennoautotroohiciirn frnm bases 206991 tn 
217929 (section 19 of 148) of the complete genome 


5.2 


2343 


XM 034632 


Homo sapiens hypothetical protein PR02832 (PR02832), mRNA 


0 0000005 


2344 


XM_034229 


Homo sapiens similar to hypothetical protein FLJ14260 (H. sapiens) 
(LOC90803), mRNA 


0.069 


2345 


XMJ)33361 


Homo sapiens 62537 (FLJ00024), mRNA 


0.008 


2346 


BC005332 


Homo sapiens, Similar to immunoglobulin kappa constant, clone 
MGC: 12418 IMAGE:3934658, mRNA, complete cds 


3E-33 


2347 


AF321120 


Mus musculus gap junction membrane channel protein alpha 8 (Gja8) 
gene, complete cds 


2.1 


2348 


AB054512 


Berardius bairdii DNA, SINE flanking sequence Tuti35 locus 


0.77 


2349 


Z98549 i 


Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS 
*** from contig 3-14, complete sequence 


0.029 


2351 


XM 033483 


Homo sapiens hypothetical gene supported by L39957; L43086; 
M85256* M99603* S56182* V TT079RQ* TTQfVJQfl* 
U96294; U96397; X58082; Z18327; AB006847; AB027436; 
AB027438; AF007572; AF035035; AF052535; AF099196; 
AF103384; AF103390; AF103466; AFI0> 


8E-33 


2352 


XM 033483 


Homo sapiens hypothetical gene supported by L39957; L43086; 
M85256' M99603* S56182 S73911* TT0798Q- TT707^* TTQ69Q0- 
U96294; U96397; X58082; Z18327; AB006847; AB027436; 
AB027438: AP007572' AF035035' AF052535- AF099196' 
AF103384; AF103390; AF103466; AF10> 


1E-27 j 


2353 


XM 033483 


xiomo sapiens nypuinencai gene supponea oy jl jyio /, 1*4.$ Uoo, 
M85256; M99603; S56182; S73911; U07989; U79763; U96290; 
U96294; U96397; X58082; Z18327; AB006847; AB027436; 
AB027438; AF007572; AF035035; AF052535; AF099196; 
AF103384; AF103390; AF103466; AF10> 


8E-33 


2354 


XM 043728 


Homo sapiens hvoothetical gene sunnorted bv AF074988 
(LOC92227), mRNA 


0.001 


2355 


AE001425 


Plasmodium falciparum chromosome 2, section 62 of 73 of the 
complete sequence 


6.4 


2356 


XMJB3483 


Homo sapiens hypothetical gene supported by L39957; L43086; 
M85256; M99603; S56182; S73911; U07989; U79763; U96290; 
U96294; U96397; X58082; Z18327; AB006847; AB027436; 
AB027438; AF007572; AF035035; AF052535; AF099196; 
AF103384; AF103390; AF103466; AF10> 


9E-14 


2357 


AF184072 


Homo sapiens target of methylation-induced silencing 1 (TMS1) gene, 
complete cds 


6.6 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2358 


XM 032347 


Homo saniens resion cnntjrininp TT,S«3cc*vHiitPii oPTinp-arpiriinf* 
Drotein 1" TLS-associated serine-arpininp nrntpin 9* TLS-aosnriatpH 

serine-arginine protein 2; TLS-associated serine-arginine protein 2; 
TLS-associated serine-arginine protein 1; TLS-associa> 


o 


2360 


X54807 


Human CYP2C8 gene for cytochrome P-450, 5' flank and exon 1 


0 00001 


2361 


X67506 


C.thennocellum ancA gene 


0.054 


2362 


AL5 13350 


Human DNA sequence from clone RP1 1-509D8 on chromosome 9, 
complete sequence [Homo sapiens] 


0.003 


2363 


AF020663 


Homo sapiens myotubularin (MTM1) gene, promoter and exon 1 


0.068 


2364 


U43626 


Human chromosome 15qll-ql3 putative DNA replication origin in 
the g-aminobutyric acid receptor b3 and a5 gene cluster 


0.059 


2365 


AY019090 


Oryza sativa microsatellite MRG1415 containing (AT)X26, genomic 
sequence 


0.081 


2366 


U27586 


Cytophaga heparina heparinase m (HepC) gene, complete cds 


0.38 


2367 


XM 047192 


Homo saniens similar to MYOSIN HEAVY CHAIN C ARDTAP 
MUSCLE ALPHA ISOFORM (MYHC-ALPHA) (M. musculus) 
(LOC92771), mRNA 


e-133 


2368 


M20319 


S.cerevisiae ATR1 gene conferring aminotriazole resistance, complete 
cds 


1.3 


2369 


XM 051036 


Homo sapiens carbohydrate (keratan sulfate Gal -6) sulfotransfeiase 1 
(CHST1), mRNA 


4.6 


2370 


AB062951 


Macaca fascicularis brain cDNA clone:QmoA- 12201, full insert 
sequence 


1.5 


2371 


U29335 


Pi sum sativum clone MFRTPCR62 wonnd-inducihle cvtnchmmp 

X 1U1UU juuruui ViUllV XVXX XV X X Vlw^i TTvLlI l,U IllUUvll/lV Vj IvwlllUlliv X T Ju 

mRNA, partial cds 


0.41 


2372 


AF272630 


TTreanlaQma nrftalvtimm cprrwnr Id rihncnmal PTsJA nnH 
vji.^apiaamq. ux ^cuy u Vv ixixi dciuvox x*t ^Ju ilUUoUUial xvlNiT. dJULU JO 

ribosomal RNA genes, complete sequence; and dihydrofolate 
reductase (folA) gene, partial cds 


0 061 


2373 


AF179375 


Mycoplasma fermentans orfDl crpnp IrKprHnn Qpnnpnfx* TSIfilftn 

orfD2 gene 


0.61 


2374 


X16876 


Soybean ENOD2B gene for Ngm-75 


0.96 


2375 


AF263831 


Homo sapiens chromosome 11 DNasel hypersensitive region 


2.7 


2376 


AF157162 


Syzygites megalocarpus 18S ribosomal RNA gene, partial sequence 


5.4 


2377 


AJ308588 


Medicago truncatula partial mRNA for nodulin 25 (nod25 gene), 
clone 3 


4.6 


2378 


X02870 


Bovine gene for cytokeratin VIb 


0.053 


2379 


AL590157 


Human DNA sequence from clone RP13-420K18 on chromosome X, 
complete sequence [Homo sapiens] 


4E-08 


2380 


AF282242 


Plasmodium falciparum strain Dd2 chloroquine resistance marker 
protein gene, complete cds 


4.2 


2381 Z24745 


A.thaliana 2S albumin gene isoforms 1 and 2, complete CDS's 


0.6 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) \ 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2382 


AL035418 


Human DNA sequence from clone RP1-141I3 on chromosome 
22ql3. 1-13.33 Contains a GSS, complete sequence [Homo sapiens] 


1.6 


2383 


Y17968 


Gallus gal his mRNA for high mobility group 1 protein 


1.5 


2384 


XM_034735 


Homo sapiens similar to hypothetical protein FLJ21463 (H. sapiens) 
(LOC90883), mRNA 


5.6 


2385 


AF001415 


Arabidopsis thaliana 14-3-3-like protein GF14 upsilon (GRF5) gene, 
complete cds 


1.3 


2386 


XM 009026 


Homo sapiens retinol dehydrogenase 8 (all-trans) (RDH8), mRNA 


1.9 


2387 


XM 003095 


Homo sapiens zinc finger protein 288 (ZNF288), mRNA 


1.8 


2388 


AE003083 


Drosophila melanogaster genomic scaffold 142000013385449, 
complete sequence 


0.51 


2389 


AE002798 


Drosophila melanogaster genomic scaffold 142000013385466, 
complete sequence 


0.018 


2390 


AL359506 


Human DNA sequence from clone CTD-2007A7 on chromosome 20. 
Contains GSSs, complete sequence [Homo sapiens] 


0.28 


2391 


U32726 I 


Haemophilus influenzae Rd section 41 of 163 of the complete genome 


0.3 


2392 


ABO 10468 


Cyprinus carpio mRNA for CXC chemokine receptor-1, complete cds 


0.9 1 


2393 


AE006886 


Sulfolobus solfataricus section 245 of 272 of the complete genome 


0.19 


2394 


M19810 


Human apolipoprotein B-100 (apoB) gene, exon 4 


0.43 


2395 


AB005548 


Homo sapiens gene for squamous cell carcinoma antigen 2, partial cds 


0.0004 


2396 


AJ3 18337 


Plasmodium falciparum krueppell gene for Krueppel-like protein 


0.62 


2397 


U01102 


Human lung Clara cells 10 kda secretory protein (CC10) gene, 
satellite and Alu repeat sequences, complete cds 


3.8 


2398 


AK017766 


Mus musculus 8 days embiyo cDNA, RIKEN full-length enriched 
library, clone: 57305 12J02, full insert sequence 


1.7 


2399 


AE000032 


Mycoplasma pneumoniae M129 section 48 of 63 of the complete 
genome 


0.55 


2400 


AF333234 


Homo sapiens receptor activator of nuclear factor kappa B ligand 
(RANKL) gene, promoter region 


0.22 


2401 


BC010652 


Homo sapiens, clone MGC:9753 IMAGE:3855206, mRNA, complete 
cds 


1.8 


2402 


AK007856 


Mus musculus 10 day old male pancreas cDNA, RIKEN full-length 
enriched library, clone: 18 10054D07, full insert sequence 


2E-94 


2403 


AF172723 


Homo sapiens integrin alpha 10 subunit (TTGA10) gene, exons 7 
through 17 and partial cds 


0.21 


2404 


NM_026570 


Mus musculus glioma-amplified sequence-41 (Gas41 -pending), 
mRNA 


1.1 


2405 


U78770 


Mus musculus spasmolytic polypeptide (mSP) gene, complete cds 


1.8 
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Table 3 A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2406 


U26729 


Human neprilysin gene, non-coding exon 3 


0.92 


2407 


AE006346 


Lactococcus lactis subsp. lactis IL1403 section 108 of 218 of the 
complete genome 


2 


2408 


AF258783 


Felis catus Niemann-Pick type CI disease protein (NPC1) mRNA, 
complete cds 


0.23 


2409 


AC007280 


Homo sapiens BAC clone RP1 1-332C7 from 7pl 1.2-p21, complete 
sequence 


0.39 


2410 


D13065 


Mycoplasma capricolum mcs4 gene for MCS4 RNA 


0.062 


2411 


AF196058 


Drosophila pseudoobscura strain PSU606 period (per) gene, intron 4, 
partial sequence 


1.5 


2412 


AF370534 


Arabidopsis thaliana Putative L-ascorbate peroxidase (AT4g09010) 
mRNA, complete cds 


1.8 


2413 


AF084197 


Pongo pygmaeus gamma-aminobutyric acid receptor A5 subunit 
duplicated gene, 5TJTR region 


0.00009 


2414 


Y17045 


Plasmodium falciparum gltS gene 


0.063 


2415 


AL021177 


Caenorhabditis elegans cosmid Yl A5 A, complete sequence 


0.22 


2416 


AJ238847 


Drosophila melanogaster mRNA for drosophila dodeca-satellite 
protein 1 (DDP-1) 


0.22 


2417 


AB056333 


Macaca fascicularis brain cDNA, clone:QflA-13486 


e-126 


2418 


AF104821 


Danio rerio Hlx2 gene, promoter region 


0.056 


2419 


AF138960 


Neospora caninum ycf24 protein (yc£24) gene, partial cds; DNA 
dependent RNA polymerase beta subunit (rpoB) gene, complete cds; 
and DNA dependent RNA polymerase beta subunit 1 (rpoCl) gene, 
partial cds, plastid genes for plastid products ( 


0.21 


2420 


AF338712 | 


Emeus crassus mitochondrion, partial genome 


1.3 


2421 


Z82625 


R.pro wazekii genomic DNA fragment (clone A3 96F) 


0.46 


2422 


XM 015945 


Homo sapiens hypothetical protein FLJ13842 (FLJ13842), mRNA 


6E-62 


2423 


X57010 


Human COL2A1 gene for collagen II alpha 1 chain, exons E2-E15 ! 


0.63 


2424 


AF283525 


Homo sapiens FIP2 gene, exons 11, 12 and 13 


4E-71 


2425 


AK013530 


Mus musculus adult male hippocampus cDNA, RIKEN full-length 
enriched library, clone: 29000 12M01, full insert sequence 


5.3 


2426 


D86077 


Homo sapiens DNA for cyclin G, partial cds ! 


0.02 


2427 


X94208 


H.sapiens TPR gene (1121bp) 


0.19 


2428 


AF211528 


Nicotiana tabacum Avr9/Cf-9 rapidly elicited protein 4 (ACRE4) 
mRNA, complete cds 


0.22 


2430 


L35688 


Homo sapiens (subclone H9 lOjllO from PI LBL#3) DNA sequence 


5E-08 


2431 


U59711 


Cavia porcellus seminal vesicle secretory protein SVP-1/-3/-4 gene, 
complete cds 


0.14 


2432 


AK023305 


Homo sapiens cDNA FU13243 fis, clone OVARC1000622 


0.002 


2433 


AB048868 


Macaca fascicularis brain cDNA, clone:QnpA-10055 


0.044 


2434 


AF167585 


Homo sapiens clone C13 immunoglobulin heavy chain variable region 
gene, partial cds 


0.13 


2435 


AB013796 


Ceratopteris richardii mRNA for CRHB6, complete cds 


0.024 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2436 


AF071481 


Homo sapiens potassium channel (KCNQ3) gene, exon 4 


1.9 


2437 


AF282242 


Plasmodium falciparum strain Dd2 chloroquine resistance marker 
protein gene, complete cds 


0.22 


2438 


AY018307 


Oryza sativa microsatellite MRG0632 containing (AT)X14, genomic 
sequence 


0.073 


2439 


Z74273 


S.cerevisiae chromosome IV reading frame ORF YDL225w 


0.028 


2440 


AY021257 


Oryza sativa microsatellite MRG3582 containing (TA)X22 S genomic 
sequence 


0.018 


2441 


XM 012164 


Homo sapiens STE20»like kinase (JIK), mRNA 


0.27 


2442 


XM 036587 


Homo ^aniens hvnothetical orotein DKFZnS64B1023 
(DKFZP564B1023), mRNA 


0.008 


2443 


AL1 12743 


Botrvri<i cinerea strain T4 cDNA librarv nnHpr condifinnQ nf nitmtypn 
deprivation 


0.069 


2444 


AB020575 


Conocephalum conicum psbA gene, complete cds, strain J type 


0.074 


2445 


BC001772 \ 


Homo sapiens, Similar to glutaminyl-tRNA synthetase, clone 
MGC:1525 IMAGE: 3 543728, mRNA, complete cds 


5.5 


2446 


AF289113 i 


Drosophila montana clone mon 10 transposon Penelope gene 
sequence 


0.064 


2447 


XM_015806 


Homo sapiens hypothetical protein PLJ22621 (FLJ22621), mRNA 


0 


2448 


AY047559 


Drosophila melanogaster GH07383 full length cDNA 


0.92 


2449 


XM 052662 


Homo sapiens amino-tenninal enhancer of split (AES), mRNA 


0.59 


2450 


AL138723 


Human DNA seauence from clone RP1 1-446N1 on chromosome 6 
complete sequence [Homo sapiens] 


0.008 


2451 


AF151389 


Dermatobia homini*; strain Ponta frrnQoa fRNA-Tle pene narrial 
seauence i D-looo comnlete seauence* and 12S ribosomal RNA. 
partial sequence; mitochondrial genes for mitochondrial products 


0.46 


2452 


NM 018123 


Homo saDiens hvoothetical orotein FLJ10517 fFLJ105171 mRNA 


0.21 


2453 


XM 042803 


Homo sapiens hypothetical gene supported by AL35965 1 
(LOC92091), mRNA 


1.9 


2454 


AE001397 


Plasmodium ralcinarnm ehroTnoQOTnp 0 c^rinn ^4 of 7^ rvf fhp 

complete sequence 


5 


2455 


AF017996 


Mus museums lvsosomal acid linage pnne Tiromoter repion 


0 022 


2456 


XM 028409 


Homo saDiens KIAA1871 orotein fiCTAA1871^ mRNA 


0.0003 


2457 


XM 051692 


Homo saDiens KIAA1705 orotein (K\AA\1Q5} mRNA 


0.0003 


2458 


U00037 | 


Caenorhabditis elegans cosmid T20H4 


0.073 


2459 


AL138748 


Human DNA sequence from clone RP4-732E19 on chromosome 
Xq21.1-21.33 Contains GSSs, complete sequence [Homo sapiens] 


0.2 


2460 


AF052744 


Homo sapiens transcriptional repressor p54 gene, promoter region and 
partial cds 


1.8 


2461 


XM 007006 


Homo sapiens KIAA0985 protein (KIAA0985), mRNA 


1.7 


2462 


AF303046 


Homo sapiens prostinogen mRNA, complete cds 


0.44 


2463 


AK023562 


Homo sapiens cDNA FLJ13500 fis, clone PLACE1004693 


e-116 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQED 
NO 


ACCESSN 


> DESCRIP 


P VALUE 


2464 


AF076692 


Aspergillus fumigatus aureobasidin-resistance protein (aurl) mRNA, 
complete cds 


3.2 


2465 


AF054616 


Glossina morsitans morsitans thrombin inhibitor precursor (TTI) 
mRNA, complete cds 


0.44 


2466 


Z54147 


Human DNA sequence from cosmid L129H7, Huntington's Disease 
Region, chromosome 4pl6.3 contains CpG island 


4E-09 


2467 


XM 040290 


Homo sapiens glutamate receptor, ionotropic, AMPA 1 (GRIA1), 
mRNA 


4 


2468 


AY026512 


Rattus norvegicus dynein-associated protein RKM23 (km23) mRNA, 
complete cds 


1.5 


2469 


AY033091 


Plasmodium berghei Pbs36 gene, complete cds 


0.0008 


2470 


XM 051572 


Homo sapiens heat shock transcription factor 2 (HSF2), mRNA 


2E-42 


2471 


AF287003 


Floriceps minacanthus 18S ribosomal RNA gene, complete sequence 


1.8 


2472 


X99872 


Sulfolobus acidocaldarius pyrB gene 


0.2 


2473 


U49451 


Bombina orientalis SAP bombesin preprohormone mRNA, complete 
cds 


0.56 


2474 


AC024819 


Caenorhabditis elegans cosmid Y55B1AL, complete sequence 


6.9 | 


2475 


AF282602 


Litoria subglandulosa strain SAMAJR51051 NADH dehydrogenase 
subunit 4 (ND4) gene, partial cds; mitochondrial gene for 
mitochondrial product 


0.073 


2476 


AL591343 


Human DNA sequence from clone RP11-260H5 on chromosome 6, 
complete sequence [Homo sapiens] 


0.24 


2477 


Z69375 


Human DNA sequence from cosmid L174G8, Huntington's Disease 
Region, chromosome 4pl6.3 


3E-16 


2478 


U32174 


Dictyostelium discoideum spore lysis A (splA) gene, complete cds 


0.25 


2479 


XM 045095 


Homo sapiens KIAA1320 protein (KIAA1320), mRNA 


0.53 


2480 


AY035224 


Gallus gallus cardiac muscle factor 1 gene, partial cds 


0.78 


2481 


D14567 


Penicillium urticae mitochondrial 1-rRNA (large rRNA) gene and its 
flanking region 


0.25 


2482 


AF119218 


HTV-1 strain 96CG38.10 from Republic of the Congo, envelope 
glycoprotein, C2-C4 region (env) gene, partial cds 


0.002 


2483 


AF386963 


Arabidopsis thaliana Unknown protein mRNA, complete cds 


0.057 


2484 


Z19595 


C.elegans her-1 gene 


0.19 


2485 


AE006341 


Lactococcus lactis subsp. lactis IL1403 section 103 of 218 of the 
complete genome 


6.1 


2486 


AL583831 


Human DNA sequence from clone RP11-469L10 on chromosome 6, 
complete sequence (Homo sapiens] 


0.23 


2487 


NC 001617 


Human rhinovirus 89 


0.078 


2488 


X65859 


H sapiens pseudogene for the low affinity IL-8 receptor 


5.7 


2489 


AE007508 


Streptococcus pneumoniae section 191 of 194 of the complete genome 


0.63 


2490 


AF199367 


Entamoeba histolytica cdc48-like protein gene, complete cds 


0.56 


2491 


AF211160 


Pseudonaja textilis tissue-type liver phospholipase A2 inhibitor beta 
subunit isoform PTI-2B mRNA, complete cds 


2.2 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRJP 


P VALUE 


2492 


AE000813 


Methanobacterium thennoautotrophicum from bases 206991 to 
217929 (section 19 of 148) of the complete genome 


5.5 


2493 


U67604 


Methanococcus jannaschii section 146 of 150 of the complete genome 


1 


2494 


D16253 


Pichia canadensis mitochondrial gene for NADH dehydrogenase 
subunit 5, complete cds 


0.006 


2495 


NC_001530 


Human papillomavirus type 47, complete genome 


5.4 


2496 


AF286437 


Pseudavenzoaria ochropodis from host Tringa ochropus 16S 
ribosomal RNA gene, partial sequence; mitochondrial gene for 
mitochondrial product 


0.4 


2497 


XM 006069 


Homo sapiens weel+ (S. pombe) homolog (WEE1), mRNA 


3E-26 


2498 


AF314019 


Rana boylii NADH dehydrogenase subunit I (ND1) gene, partial cds; 
tRNA-Ile, tRNA-Gln, and tRNA-Met genes, complete sequence; 
NADH dehydrogenase subunit II (ND2) gene, complete cds; tRNA- 
Trp, tRNA-Ala, tRNA-Asn, tRNA-Cys, and tRNA-Tyr genes, 
complete se> 1 


1.4 


2499 


AJ3 14911 


Dictyostelium discoideum DrnA gene for putative RNasem, exons 1-3 


0.51 


2500 


M35228 


Vesicular stomatitis virus (strain 86-GM-B) glycoprotein gene, 
complete cds 


0.45 


2501 


AB021290 


Homo sapiens gene for chondromodulin-1, promoter and partial cds 


0.72 


2502 


AJ307807 


Astrammina rara partial 18S rRNA gene, isolate A44 


3.5 


2503 


AB005148 


Bos taurus mRNA for IL-1 receptor antagonist, complete cds ; 


0.84 


2504 


AE002687 


Drosophila melanogaster genomic scaffold 142000013385743, 
complete sequence 


0.23 


2505 


AF053496 


Caenorhabditis elegans beta chain spectrin homolog Smal (smal) 
mRNA, complete cds 


5.9 


2506 


X59611 


E.coli IncFVplasmid pED208 oriT region with genes traM, traJ and 
traY (part.) 


0.043 


2507 


XM 051897 


Homo sapiens phospholipase A2, group IVA (cytosolic, calcium- 
dependent) (PLA2G4A), mRNA 


3E-66 


2508 


AJ132890 


Bos taurus mRNA for acetyl-CoA-carboxylase 


0.18 


2509 


Y13537 


Homo sapiens LAG-3 gene, 3' region 


1.7 


2510 


AE002149 


Ureaplasma urealyticum section 50 of 59 of the complete genome 


0.027 


2511 


AF170573 


Influenza C virus C/Johannesburg/ 1/66 segment 5 nucleoprotein (NP) 
gene, partial cds 


2.4 


2512 


AK016507 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4931439C15, full insert sequence 


6.8 


2513 


AL354664 


Human DNA sequence from clone RP11-209D8 on chromosome 6. 
Contains ESTs and GSSs. Contains part of the COL12A1 gene for 
collagen type XH, alpha 1, complete sequence [Homo sapiens] 


0.082 


2514 


AB042531 


Pisum sativum PsEXT mRNA for xyloglucan endotransglycosylase, 
complete cds 


2E-12 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2515 


AL590371 


Human DNA sequence from clone RP1 1-295H23 on chromosome 6, 
complete sequence (Homo sapiens] 


1.5 


2516 


AF334780 


Homo sapiens pregnancy-induced growth inhibitor OKL38 gene, 
partial cds 


0.8 


2517 


AF362371 


Dictyostelium discoideum histidine kinase Dhkl (dhkl) gene, 
complete cds 


0.021 


2518 


NM 012608 


Rattus norvegicus Membrane metallo-endopeptidase (neutral 
endopeptifce/enkephalinase) (Mme), mRNA 


2 


2519 


BC007173 


Mus museums, clone IMAGE:3493127, mRNA, partial cds 


5E-53 


2520 


Y13870 


Homo sapiens mRNA containing (CAG)6 repeat, clone CZ-CAG-12 


0.06 


2521 


AF051769 


Homo sapiens hyaluronidase-like pseudogene 1 (HYALP1), partial 
sequence 


0.009 


2522 


AF309947 


Dictyostelium discoideum Racl A (racl A) gene, complete cds; and 
unknown gene 


0.77 


2523 


AF128392 


Arabidopsis thaliana BAC F15P23 


0.22 


2524 


AK020739 


Mus museums adult male spinal cord cDNA, RIKEN full-length 
enriched library, clone:A330106L17, full insert sequence 


7.2 


2525 


Y09472 


B.taurus gene encoding preprododecapeptide | 


0.24 


2526 


D87922 


Rat DNA for 3TJTR of skeletal muscle sodium channel, partial 
sequence 


0.4 


2527 


U70865 


Carassius auratus CCK8 precursor, mRNA, complete cds 


0.67 


2528 


AB012624 


Homo sapiens FLI1 gene for ERGB transcription foctor, intron 4 and 
partial cds 


0.054 


2529 


AF180492 


Crocuta crocuta microsatellite Ccrl2 sequence 


0.083 


2530 


AL078640 


Human DNA sequence from clone 536P6 on chromosome 22. 
Contains an EST, complete sequence [Homo sapiens] 


2E-U 


2531 


Z63184 


Rsapiens CpG island DNA genomic Msel fragment, clone 7al, 
forward read cpg7al.ftld 


6E-22 


2532 


AL162055 


Homo sapiens mRNA; cDNADKFZp761M2223 (from clone 
DKFZp761M2223) 


0.022 


2533 


AE001392 


Plasmodium falciparum chromosome 2, section 29 of 73 of the 
complete sequence 


6.5 


2535 


AF202903 


Sporopachydermia cereana var. D77-321B internal transcribed spacer 
1, 5.8S ribosomal RNA gene and internal transcribed spacer 2, 
complete sequence; and large subunxt ribosomal RNA gene, partial 
sequence 


0.14 


2536 


U59487 


Borrelia burgdorferi P35 antigen protein gene, and 7.5 kDa 
lipoprotein gene, complete cds 


0.029 


2537 


XM 030999 


Homo sapiens KIAA0444 protein (KIAA0444), mRNA 


0.012 


2538 


AF302838 


Mus museums putative tumor suppressor LEU2 gene, exons 1 and 2 


0.63 


2539 


AF125423 


Bresiliidae gen. sp. LSP21-1 cytochrome oxidase I gene, partial cds; 
mitochondrial gene for mitochondrial product 


0.66 


2540 


AP001348 


Homo sapiens genomic DNA, chromosome 21q21.1-q21.2 
clone:f39G8, LL56-APP region, complete sequence 


0.42 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2541 


XM 028324 


Homo sapiens hypothetical protein FU14195; KIAA1714 protein 
(FLJ14195), mRNA 


8E-98 


2542 


AF238860 


Streptococcus mutans mutacin I biosynthesis gene cluster, partial 
sequence 


4.6 


2543 


AE005391 


Escherichia coli 0157:H7 EDL933 genome, contig 3 of 3, section 10 
of 290 


1.6 


2544 


AK024518 


Homo sapiens cDNA: FLJ20865 As, clone ADKA01850 


0.06 


2545 


AK026595 


Homo sapiens cDNA: FLJ22942 fis, clone KAT08170, highly similar 
to HUMMHBW62 Homo sapiens (clone pMF18) MHC class I HLA- 
Bw62 mRNA 


4E-39 


2546 


AL449163 


Human DNA sequence from clone RP11-533E16 on chromosome 6, 
complete sequence [Homo sapiens] 


2.3 


2547 


AJ305053 


Caprine arthritis-encephalitis virus proviral partial pol gene for Pol 
protein (reverse transcriptase), isolate CAEV Br/UFRGS-2/C767 


0.69 


2548 


AF283067 


Homo sapiens clone 3ptel_cllbt3 sequence 


lE^l 


2549 


AF286431 


Bychovskiata intermedia from host Charadrius leschenaulti 16S 
ribosomal RNA gene, partial sequence; mitochondrial gene for 
mitochondrial product 


0.94 


2550 


L35232 


Schizosaccharomyces pombe deoxyribonuclease (exo2) gene, exons 1- 
3, complete cds 


0.93 


2551 


AF3 19044 


Methanosarcina acetivorans strain C2 A MtaF (mtaF) and MtaG 
(mtaG) genes, complete cds 


0.034 


2552 


XM_018334 


Homo sapiens hypothetical protein FU22418 (FLJ22418), mRNA 


0.013 


2553 


U35862 


Visna virus clone 678 env3.2 envelope polyprotein (env) gene, partial 
cds 


0.17 


2554 


M20005 


N.crassa conidation-specific protein genes con-10 (complete cds.) and 
con-13 (3* flank) 


0.079 


2555 


AB050531 


Macaca fascicularis brain cDNA, clone :QnpA-20907 


1.4 


2556 


AB009693 


Mus musculus gene for mafG, complete cds 


5.6 


2557 


U67593 


Methanococcus jannaschii section 135 of 150 of the complete genome 


0.024 


2558 


XMJ328292 


Homo sapiens x 009 protein (MDS009), mRNA 


4 


2559 


U67578 


Methanococcus jannaschii section 120 of 150 of the complete genome 


1.8 


2560 


AE001759 


Thermotoga niaritima section 71 of 136 of the complete genome 


1.9 


2561 


AF363230 


Phascolion strombi homeodomain transcription factor Gsx (Gsx) 
gene, partial cds 


0.59 


2562 


NM 019211 


Rattus norvegicus RAS guanyl releasing protein 1 (Rasgrp), mRNA 


2.5 


2563 


U60070 


Solanum tuberosum disease resistance homolog (Stl21) gene, partial 
cds 


0.68 


2564 


AE006593 


Streptococcus pyogenes Ml GAS strain SF370, section 122 of 167 of 
the complete genome 


0.062 
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SEQED 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2565 


AF147231 


Wilkesia gymnoxiphium ASAPETALA1-A (ASAP1-A) gene, exons 3 
through 8, partial cds 


0.026 


2566 


AK018656 


Mus musculus adult male cecum cDNA, RIKEN full-length enriched 
library, clone:9130402C12, full insert sequence 


0.74 


2567 


X65859 


H. sapiens pseudogene for the low affinity IL-8 receptor 


5.4 


2568 


XMJ30B55 


Homo sapiens similar to KIAA1361 protein (R sapiens) (LOC90315), 
mRNA 


0.65 


2569 


XM 031726 


Homo sapiens hypothetical protein FLJ12577 (FLJ12577), mRNA 


2.1 


2570 


Z68749 


Caenorhabditis elegans cosmid F56H11, complete sequence 


0.025 


2571 


AE000020 


Mycoplasma pneumoniae M129 section 60 of 63 of the complete 
genome 


0.17 


2572 


U63091 


Oryctolagus cuniculus beta-globin-like gene cluster locus control 
region 


0.13 


2573 


BC001339 


Homo sapiens, clone IMAGE: 3 46 1987, mRNA, partial cds 


1E-31 


2574 


U86962 


Dictyostelium discoideum MigA (migA) gene, complete cds 


0.9 


2575 


AY021629 


Oryza sativa microsatellite MRG3954 containing (TA)X30, genomic 
sequence 


6.5 


2576 


AB063077 


Macaca fascicularis brain cDNA clone:QtrA-13349, full insert 
sequence 


0.59 


2577 


XM_044332 


Homo sapiens piwi (Drosophila)-like 1 (PIWIL1), mRNA 


4E-28 


2578 


Z97185 


S.pombe chromosome I cosmid C16A10 


1.5 


2579 


L43603 


Gallus gallus Na+/K+-ATPase alpha-1 subunit gene, promoter region 


0.7 


2580 


AC016645 


Homo sapiens chromosome 5 clone RP11-54A24, complete sequence 


0.0001 


2581 


AE001408 


Plasmodium falciparum chromosome 2, section 45 of 73 of the 
complete sequence 


0.25 


2582 


AF067699 


Ischnura prognata cytochrome b (cytb) gene, mitochondrial gene 
encoding mitochondrial protein, partial cds 


0.45 


2583 


AC026061 


Homo sapiens BAC clone RP11-223K9 from Y, complete sequence 


2E-15 


2584 


Y13537 


Homo sapiens LAG-3 gene, 3 ! region 


0.24 


2585 


AE005977 


Caulobacter crescentus section 303 of 359 of the complete genome 


5.5 


2586 


U13190 


Angiostrongylus cantonensis clone G-2 retrotransposable element 
AcT-1 


0.077 


2587 


AF364550 


Drosophila melanogaster transposon cruiser, complete sequence 


0.07 


2588 


XM_034146 


Homo sapiens CD36 antigen (collagen type I receptor, 
thrombospondin receptor) (CD36), mRNA 


0.62 


2589 


AF014580 


Gonioctena viminalis 12S ribosomal RNA gene, mitochondrial gene 
for mitochondrial RNA, partial sequence 


2.1 


2590 


XM_042643 


Homo sapiens hypothetical protein DKFZp434G131 
(DKFZP434G131), mRNA 


0.68 


2591 


BC004324 


Homo sapiens, ribosomal protein S16, clone MGC: 10931 
IMAGE:3628799, mRNA, complete cds 


0.006 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2592 


U42430 


Mesocricetus auratus CD36 mRNA, complete cds 


0.71 


2593 


U16137 


Saccharomyces cerevisiae Mvplp (MVP1) gene, complete cds 


4.7 


2594 


AB047954 


Macaca fascicularis brain cDNA, clone:QnpA-12630 


0.65 


2595 


AF261697 


Homo sapiens clone 17ptel_c39t3 sequence 


0.024 


2596 


AF162598 


Drosophila virilis strain wl59 zeste protein (z) gene, partial cds 


j 0.063 


2597 


U40255 


Peromyscus sejugis ND3 and ND4L genes, complete cds, tRNA(arg) 
gene, complete sequence, tRNA(gly) gene, partial sequence, and ND4 
gene, partial cds, mitochondrial genes encoding mitochondrial 
products 


0.67 


2598 


Z63251 


HLsapiens CpG island DNA genomic Msel fragment, clone 7hl0, 
forward read cpg7hl0.fla 


0.003 


2599 


U68150 


Chelonus sp. 16S mitochondrial ribosomal RNA, mitochondrial gene, 
partial sequence 


0.003 


2600 


AF138281 


Arabidopsis thaliana phospholipase D-gamma-2 mRNA, complete cds 


0.071 


2601 


AF069985 


Mus musculus nitrilase homolog 1 (Nitl) gene, alternatively spliced 
product, complete cds 


0.39 


2602 


M83134 


Human germline IgH chain (hv3005) V3 -region 


0.35 


2603 


AF275245 


Trama rara 12S small subunit ribosomal RNA gene, partial sequence; 
tRNA-Val gene, complete sequence; and 16S large subunit ribosomal 
RNA gene, partial sequence; mitochondrial genes for mitochondrial 
products 


0.59 


2604 


X93302 


S.cerevisiae mRNA for Msn5 protein 


0.05 


2605 


AK015536 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4930470H18, full insert sequence 


.0.7 


2606 


AC087735 


Caenorhabditis elegans cosmid Y35H6, complete sequence 


0.022 


2607 


AJ271002 


Mus musculus TFFl/pS2 gene for Trefoil Factorl/pS2, exons 1-3 


0.73 j 


2608 


NM 019664 


Mus musculus potassium inwardly-rectifying channel, subfamily J, 
member 15 (Kcnjl5), mRNA 


5.8 


2609 


AL450330 


Human DNA sequence from clone RP11-162H13 on chromosome 6 
Contains GSSs, complete sequence [Homo sapiens] 


0.25 


2610 


Z24671 


H. sapiens (D1S514) DNA segment containing (CA) repeat; clone 
AFMal51za5; single read 


0.007 


2611 


AE000773 


Aquifex aeolicus section 105 of 109 of the complete genome 


0.34 


2612 


X93508 


E.histolytica mRNA for 170kDa subunit of galactose/N- 
acetylgalactosamine binding lectin 


0.054 


2613 


AK003780 


Mus musculus 18 days embryo cDNA, RIKEN full-length enriched 
library, clone: 11 10018121, full insert sequence 


0.15 


2614 


L81687 1 


Homo sapiens (subclone l_cl2 from PI H54) DNA sequence, 
complete sequence 


5.2 


2615 


M10090 


Human myoglobin gene, exon 1 


0.13 


2616 


NC 002670 


Bacteriophage bIL3 1 1 , complete genome 


0.061 


2617 


AB016259 


Oryzias latipes gene for cardiac muscle acrin, complete cds 


0.19 


2618 


U67578 


Methanococcus jannaschii section 120 of 150 of the complete genome 


2 
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SEQID 
NO 


ACCESSN 


DESCR1P 


P VALUE 


2619 


AF186258 


Homo sapiens sulfotransferase 1C1 (SULT1C1) gene, exons 2 and 3 


0.002 


2620 


X79777 


P.furiosus aor, cmo and ado-hcy genes 


6.1 


2621 


XM 042013 


Homo sapiens cell division cycle 34 (CDC34), mRNA 


1.5 


2622 


AB044879 


Equus caballus DNA, microsatellite TKY379 


0.18 


2623 


AF1 17951 


Mus musculus lysyl oxidase-like protein 2 mRNA, partial cds 


0.015 


2624 


AF3 10887 


Dictyostelium discoideum RacB (racB) gene, partial cds; and 
unknown gene 


0.17 


2625 


XM 034353 


Homo sapiens KIAA1500 protein (KIAA1500), mRNA 


4E-89 


2626 


AK021859 


Homo sapiens cDNA FIJI 1797 fis, clone HEMBA1006182 


0 


2627 


AF280894 


Pongo pygmaeus clone 3458 chromosome Xq genomic sequence 


0.0002 


2628 


AE001396 


Plasmodium falciparum chromosome 2, section 33 of 73 of the 
complete sequence 


0.074 


2629 


XM 046097 


Homo sapiens similar to RIKEN cDNA 2610307121 gene; 
hypothetical protein, MNCb-4273 (M musculus) (LOC92606), 
mRNA 


0.58 


2630 


' X02438 


Leishmania tarentolae maxicircle DNA fragment 


6.2 


2631 


AF181582 


Bombus terrestris 16S large subunit ribosomal RNA gene, partial 
sequence 


0.2 


2632 


M34149 


S.cerevisiae mitochondrial gap 12 sequence 


0.64 


2633 


AJ400612 i 


Trioxys angelicae partial mitochondrial ATPase 6 gene for ATPase 6 
subunit 


0.65 


2634 


AB021290 


Homo sapiens gene for chondromodulin-1, promoter and partial cds 


0.75 


2635 


AJ133756 


Drosophila melanogaster mRNA for jim zinc finger protein 


0.028 


2636 


AL121589 


Human DNA sequence from clone RP5-1140M3 on chromosome 20. 
Contains GSSs, complete sequence [Homo sapiens] 


0.002 


2637 


XMJ)40430 


Homo sapiens hypothetical protein FLJ10599 (FLJ10599), mRNA 


0.24 


2638 


AB015484 


Dugesia japonica mRNA for myosin heavy chain, complete cds 


0.2 


2639 


XM 008161 


Homo sapiens hypothetical protein FLJ20345 (FU20345), mRNA 


0.075 


2640 


AF024621 


Mus musculus gamma-aminobutyric acid receptor rho2 subunit 
mRNA, complete cds 


6.8 


2641 


L78777 


Homo sapiens (subclone 2_b8 from PI H49) DNA sequence 


8E-11 


2642 


AE001028 


Archaeoglobus fulgidus section 79 of 172 of the complete genome 


2 


2643 


AB013796 


Ceratopteris richardii mRNA for CRHB6, complete cds 


0.028 


2644 


X03848 


Chlorella ellipsoidea chloroplast 16S-23S DNA spacer and ORF1 to 
ORF4DNA 


0.086 


2645 


Z21938 


B.aphidicola trpE and trpG genes for anthranilate synthase, 
components 1 and n 


0.74 


2646 


XM 039805 


Homo sapiens hypothetical protein MGC3040 (MGC3040), mRNA 


2.1 
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SEQID 
NO 


ACCESSN 


DESCRJP 


P VALUE 


2647 


AF267217 


Candidatus Carsonella ruddii natural-host Pacbypsylla celtidis ATP 
synthase alpha subunit (atpA) gene, partial cds; ATP synthase gamma 
subunit (atpG) gene, complete cds; and ATP synthase beta subunit 
(atpD) gene, partial cds 


0.71 


2648 


L39786 


Lupinus angustifolius conglutin gamma gene, complete cds 


0.084 


2649 


AB049879 


Macaca fascicularis brain cDNA, clone:QnpA-18812 


0.74 


2650 


AE002648 


Drosophila melanogaster genomic scafFold 142000013385436, 
complete sequence 


2.1 


2651 


XM 032228 


Homo sapiens hypothetical gene supported by AL080068 
(LOC90510), mRNA 


2.4 


2652 


XM_044529 


Homo sapiens calcium and integral binding protein (DNA-dependent 
protein kinase interacting protein) (SIP2-28), mRNA 


0.76 


2653 


AB035494 


Alternaria alternata gene for Akt3-2, complete cds 


0.7 


2654 


AE001381 


Plasmodium falciparum chromosome 2, section 18 of 73 of the 
complete sequence 


0.27 


2655 


XM013145 


Homo sapiens Alport syndrome, mental retardation, midface 
hypoplasia and elliptocytosis chromosomal region, gene 1 
(AMMECR1), mRNA 


0.65 


2656 


NM_007976 


Mus museums coagulation factor V (F5), mRNA j 


0.077 


2657 


U47913 


Tribolium freemani Woot retrotransposon, partial sequence and 3' 
insertion junction F3(l) 


0.087 


2658 


D10331 


Pneumonia virus of mice mRNA for nonstructural proteins and major 
nucleocapsid protein, complete cds 


0.084 


2659 


AL390874 


Human DNA sequence from clone RP1 1-238K16 on chromosome 9, 
complete sequence [Homo sapiens] 


0.003 


2660 


AF020282 


Dictyostelium discoideum DG2033 gene, partial cds 


2.3 


2661 


AF393505 


Mus museums potential meiotic DNA repair locus 


2.2 


2663 


U12186 


Oryctolagus cuniculus sodium/dicarboxylate cotransporter mRNA, 
partial cds 


2.3 


2664 


AJ305053 


Caprine arthritis-encephalitis virus proviral partial pol gene for Pol 
protein (reverse transcriptase), isolate CAEV Br/UFRGS-2/C767 


0.78 


2665 


AE006628 


Streptococcus pyogenes Ml GAS strain SF370, section 157 of 167 of 
the complete genome 


2.4 


2666 


L76504 


Cronartium arizonicum isolate FSprP-1 18S ribosomal RNA gene, 
partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA 
gene and internal transcribed spacer 2, complete sequence; and 26S 
ribosomal RNA gene, partial sequence 


0.79 


2667 


XM 032307 


Homo sapiens neuronal thread protein (AD7C-NTP), mRNA 


7.2 


2668 


XM 010126 


Homo sapiens stromal antigen 2 (STAG2), mRNA 


e-123 


2670 


AB018798 


Plasmodium yoelii gene for P-Type ATPase, complete cds 


0.029 


2671 


Z24358 


H. sapiens (D2S377) DNA segment containing (CA) repeat; clone 
AFM3 19z£9; single read 


0.0004 


2672 


AE000878 


Methanobacterium thennoautotrophicum from bases 976801 to 
992232 (section 84 of 148) of the complete genome 


6.2 
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SEQID 
NO 
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DESCR1P 


P VALUE 


2673 


AL137717 


Homo sapiens mRNA; cDNA DKFZp434J1630 (from clone 
DKFZp434J1630) 


2E-31 


2674 


X61377 


S.cerevisiae XYK gene for xylulokinase 


2.4 


2675 


XM_034353 


Homo sapiens KIAA1500 protein (KIAA1500), mRNA 


4E-89 


2676 


JO 1268 


Slime mold (D.discoideum) actin 2 (sub 2) pseudogene 5* end 


0.085 


2677 


AF1 13932 


Carios puertoricensis 16S ribosomal RNA, partial sequence 


0.079 


2678 


XM 028752 


Homo sapiens ribophorin II (RPN2), mRNA 


2.1 


2679 


BC003254 


Mus musculus, Similar to dentatorubral pallidoluysian atrophy, clone 
MGC:5758, mRNA, complete cds 


0.78 


2680 


NC 001871 


Feline foamy virus, complete genome 


0.27 


2681 


AF188115 


Simian immunodeficiency virus Gag protein gene, complete cds; Pol 
protein gene, partial cds; Vif protein (Vif), Vpr protein (Vpr), 
truncated Tat protein (Tat), Rev protein (Rev), Env protein (Env), and 
Nef protein (Nef) genes, complete cds; and long te> 


0.77 


2682 


AE007382 


Streptococcus pneumoniae section 65 of 194 of the complete genome 


0.73 


2683 


AF190869 


Gorilla gorilla X chromosome clone 1, partial sequence 


0.082 


2685 


AK004792 


Mus musculus adult male lung cDNA, RIKEN full-length enriched 
library, clone: 12000 15107, full insert sequence 


1E-15 


2686 


AE001387 


Plasmodium falciparum chromosome 2, section 24 of 73 of the 
complete sequence 


0.063 


2687 


AB051438 


Homo sapiens mRNA for KIAA1651 protein, partial cds 


e-141 


2688 


AY047509 


Drosophila melanogaster GH01721 full length cDNA 


0.21 


2689 


AK016678 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4933405P16, full insert sequence 


0.21 


2690 


Z19055 


B.aphidicola tryptophan operon 


0.077 


2691 


XM_047737 


Homo sapiens ubiquitin specific protease 25 (USP25), mRNA 


9E-56 


2692 


U13190 


Angiostrongylus cantonensis clone G-2 retrotransposable element 
AcT-1 


0.26 


2693 


X00858 


Ksapiens DHFR gene, exon 5 


0.27 


2695 


AK026620 


Homo sapiens cDNA: FLJ22967 fis, clone KAT10573, highly similar 
to AF151892 Homo sapiens CGI-134 protein mRNA 


0.077 


2696 


D87001 


Homo sapiens immunoglobulin lambda gene locus DNA, clone:47H9 
downstream contig 


0.25 


2697 


U93276 


Mus musculus glucokinase gene, intron 1 and hypersensitive site VII 
region 


0.73 


2698 


AE006705 


Sulfolobus solfataricus section 64 of 272 of the complete genome 


1.2 


2699 


AE001423 


Plasmodium falciparum chromosome 2, section 60 of 73 of the 
complete sequence 


2.2 


2700 


X76799 


Ksapiens genomic DNA dinucleotide (AC) repeat clone alO 


6.4 


2701 


Z93324 


L. major DNA containing open reading frame 


0.23 


2702 


AJ251163 


Dictyostelium discoideum dymB gene for dynamin B homologue 


6.3 


2703 


AK020562 


Mus musculus adult male urinary bladder cDNA, RIKEN full-length 
enriched library, clone:9530018H14, full insert sequence 


0.76 
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NO 
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P VALUE 


2704 


AF1 16983 


Stenomesson variegatum ribulose 1,5-bisphosphate carboxylase large 
subunit (rbcL) gene, partial cds; chloroplast gene for chloroplast 
product 


6.4 


2706 


XM 051524 


Homo sapiens archain 1 (ARCN1), mRNA 


0.66 


2707 


AF351620 


Homo sapiens lipocalin-1 interacting membrane receptor (LIMR) 
gene, complete cds 


0.084 


2708 


AF180472 


Homo sapiens aryl-hydrocarbon interacting protein-like 1 (AEPL1) 
gene, complete cds 


5.9 


2709 


AY008848 


Ictalurus punctatus clone Icpu-UA/3 MHC class I antigen gene, 
complete cds 


0.025 


2710 


NM 016862 


Mus musculus vesicle transport through interaction with t-SNAREs 1 
homolog (Vtil-pending), mRNA 


0.65 


2711 


AE004023 


Xylella fastidiosa 9a5c, section 169 of 229 of the complete genome 


3.9 


2712 


XM_037239 


Homo sapiens actin, beta ( ACTB), mRNA 


1E-49 ! 


2713 


AE001404 


Plasmodium falciparum chromosome 2, section 41 of 73 of the 
complete sequence 


0.7 


2714 


XM 050114 


Homo sapiens TERA protein (TERA), mRNA 


5.9 | 


2715 


AK001082 


Homo sapiens cDNA FU10220 fis, clone HEMBA1007342 


0.56 


2716 


AF380155 


Ctenopharyngodon idella c-Fos (c-fos) mRNA, complete cds j 


3.2 


2717 


AB027352 


Cordyceps sp. 97003 mitochondrial DNA for small subunit ribosomal 
RNA 


0.47 


2718 


AB033220 


Lactococcus lactis gadB gene, untranslated by upstream frameshift, 
strain:01-l 


1.9 


2719 


U01841 


Mus musculus B6/CBAF1 J peroxisome proliferator activated receptor 
gamma (ppar) mRNA, complete cds 


0.009 


2720 


AL023814 


Caenorhabditis elegans cosmid H08J19, complete sequence 


0.021 


2721 


XMJ)47737 


Homo sapiens ubiquitin specific protease 25 (USP25), mRNA 


5E-56 


2723 


AF389403 


Takifugu rubripes pericentriolar material 1 protein (PCM1) mRNA, 
complete cds 


1.9 


2724 


AE006369 


Lactococcus lactis subsp. lactis IL1403 section 131 of 218 of the 
complete genome 


0.21 


2726 


AF367865 


Mesembryanthemum crystallinum potassium transporter HAK2p 
(HAK2) mRNA, complete cds 


0.39 


2727 


XM 043040 


Homo sapiens hypothetical protein MGC2718 (MGC2718), mRNA 


1E-09 


2728 


AE001392 


Plasmodium falciparum chromosome 2, section 29 of 73 of the 
complete sequence 


0.0000004 


2729 


U31371 


Bovine herpesvirus 4 1.7-kb late RNA (L1.7) mRNA, repeat region 


1.9 


2730 


AF195728 


Libellula flavida 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.025 


2731 


AK024658 


Homo sapiens cDNA: FLJ21005 fis, clone CAE03745 


0.64 


2732 


AK025613 


Homo sapiens cDNA: FLJ21960 fis, clone HEP05517 


1.4 


2733 


LI 1016 


Homo sapiens lymphotoxin-beta gene, complete cds 


0.0001 


2734 


Y14422 


M. musculus DNA for retinal protein 


1.2 
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SEQID 
NO 


ACCESSN 


DESCRBP 


P VALUE 


2735 


X83757 


E.histolytica 170 kDa lectin gene, 5' region 


0.64 


2736 


AK017535 


Mus musculus 8 days embiyo cDNA, RIKEN full-length enriched 
library, clone:5730409K12, full insert sequence 


0.64 


mi 


AY047509 


Drosophila melanogaster GH01721 full length cDNA 


0.21 . 


2738 


AB019433 


Homo sapiens gene for T-cell nuclear receptor NOT (Nurrl), complete 
cds 


0.024 


2739 


U58731 


Caenorhabditis elegans cosmid W09B12 


0.61 


2740 


U35620 


Nicotiana tabacum ribulose-1,5 bisphosphate carboxylase/oxygenase 
large subunit N-methyltransferase (rbcmtT) mRNA, complete cds 


1 


2741 


AF181720 


Homo saoiens RU2AS (RU2) sene comnlete cds* and RU2S fRU2^ 
gene, partial cds 


5.4 


2742 


AE006560 


Streptococcus pyogenes Ml GAS strain SF370, section 89 of 167 of 
the complete genome 


0.24 


2743 


AF346287 


Gonioctena pallida haplotype 61 mitochondrial control region, partial 
sequence 


5 


2744 


L05617 


Dictyostelium purpureum (Dpp5) DNA sequence, repeat region 


0.021 


2745 


AK021104 


Mus musculus adult male corpus striatum cDNA, RIKEN full-length 
enriched library, clone: C030026M15, full insert sequence 


1 


2746 


L08174 


Romanomennis culicivorax mitochondrial NADH dehydrogenase 
subunits 6 and 3 (ND6, ND3) cytochrome P450-like protein genes, 
complete CDS 


1.6 


2747 


AB006130 


Mesocricetus auratus mRNA for haptoglobin, complete cds 


0.24 j 


2748 


AK001448 


Homo sapiens cDNA FLJ10586 fis, clone NT2RP2003986 


0.0008 


2749 


M95192 


Drosophila melanogaster hairless protein (H) mRNA, complete cds 


3.6 


2750 


X53426 


Nicotiana sylvestris NySS41 and partial NySS42 genes for RUBISCO 
small subunit (SSU) 


0.63 


2751 


NC 001336 


MetlmobacteriummermoautotropMcumplasmidpFVl, complete 
sequence \ 


0.074 


2752 


NM 011595 


Mus musculus tissue inhibitor of metalloproteinase 3 (Timp3), mRNA 


0.012 


2753 


AF299340 


Homo sapiens CD 164 gene, complete cds, alternatively spliced 


0.074 


2754 


AL121765 


S.pombe chromosome I cosmid cl786 


0.025 


2755 


U27078 


Trichaptum abietinum mitochondrial small subunit ribosomal RNA, 
mitochondrial gene, partial sequence 


0.44 


2756 


AF279292 


Mycoplasma hyopneumoniae strain ISU 232 YX1 (yxl) gene, partial 
cds; pi 10 membrane protein precursor, gene, complete cds; and YX2 
(yxl) gene, partial cds 


0.024 


2757 


AL590371 


Human DNA sequence from clone RP1 1-295H23 on chromosome 6, 
complete sequence [Homo sapiens] 


0.61 


2758 


XM 041904 


Homo sapiens cathepsin S (CTSS), mRNA 


6 


2759 


D63170 


Gallus domesticus DNA for the terminal heterochromatic region of 
the Z chromosome 


1.4 


2760 


NM 023197 


Mus musculus RIKEN cDNA 2310008H09 gene (2310008H09Rik), 
mRNA 


0.025 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2761 


BC007150 


Mus musculus, dystroglycan 1, clone MGC:6651 IMAGE:3496914, 
mRNA, complete cds 


0.18 


2762 


BC000480 


Homo sapiens, amyloid beta precursor protein-binding protein 1, 
59kD, clone MGC:8690 IMAGE:2964638, mRNA, complete cds 


8E-65 


2764 


XM_036683 


Homo sapiens a disintegrin-like and metalloprotease (reprolysin type) 
with thrombospondin type 1 motif, 3 (ADAMTS3), mRNA 


3E-46 


2765 


AJ005581 


Encephalitozoon cuniculi complete rDNA unit (16S, 5.8S, 23S, ITS1 
andIGS) 


0.42 


2766 


AE005227 


Escherichia coli 0157:H7 EDL933 genome, contig 1 of 3, section 51 
of 155 


0.007 


2767 


XM 048172 


Homo sapiens hypothetical protein DKFZp434F1017 
(DKFZP434F1017), mRNA 


3.8 


2769 


AF129087 


Medicago sativa mitogen-activated protein kinase homologue (TDY1) 
gene, complete cds 


0.66 


2770 


XM_008176 


Homo sapiens MYB binding protein (P160) la (MYBBP1 A), mRNA 


5.2 


2771 


AC024865 


Caenorhabditis elegans cosmid Y74C10AL, complete sequence 


0.039 ! 


Till 


XM 036164 


Homo sapiens RAN binding protein 2 (RANBP2), mRNA 


1E-59 


2773 


AL023816 


Caenorhabditis elegans cosmid T05G11, complete sequence 


0.64 


2774 


XMJ)04980 


Homo sapiens cystic fibrosis transmembrane conductance regulator, 
ATP-binding cassette (sub-family C, member 7) (CFTR), mRNA 


0.016 


2775 


XM 032209 


Homo sapiens hypothetical gene supported by AK023337 
(LOC90509), mRNA 


0.018 


2776 


Z69650 


Human DNA sequence from cosmid L69F7B, Huntington's Disease 
Region, chromosome 4pl6.3 contains Huntington Disease (HD) gene 


0.64 


2777 


AJ305053 


Caprine arthritis-encephalitis virus proviral partial pol gene for Pol 
protein (reverse transcriptase), isolate CAEV Br/UFRGS-2/C767 


0.46 


2778 


AK017531 


Mus musculus 8 days embryo cDNA, RIKEN full-length enriched 
library, clone:5730409F18, full insert sequence 


0.67 


2779 


AF028784 


Rattus norvegicus glial fibrillary acidic proteins alpha and delta 
(GFAP) gene, alternatively spliced products, complete cds 


0.11 


2780 


AF101236 


Naja sputatrix neutral phospholipase A2 (NPLA2) gene, complete cds 


0.054 


2781 


U71280 


Mesocricetus auratus cytochrome P450 aldosterone synthase 
(CYP11B2) gene, complete cds 


0.023 


2782 


X80007 


P.sativum gene for chalcone synthase 


0.15 


2783 


AF171040 


Anopheles funestus clone AF10 microsatellite sequence 


2 


2784 


XM_011464 


Homo sapiens hypothetical protein FLJ20170 (FLJ20170), mRNA 


0.21 


2785 


Y18929 


Homo sapiens wild type AF-4/FEL gene, part of intron 3, individual 
PB 


3 


2786 


L81581 


Homo sapiens (subclone 4_a4 from PI HI 1) DNA sequence, complete 
sequence 


0.024 
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ohKl ID 
JNU 


ACCESSN 


DESCRIP 


P VALUE 


Ho! 


NM 024381 


Rattus norvegicus ATP-stimulated glucocorticoid-receptor 
translocaton promoter (Gyk), mRNA 


0.17 


2788 


X72688 


L.stagnalis LS-rabl mRNA 


0.2 




XM 033154 


Homo sapiens syntrophin, gamma 1 (SNTG1), mRNA 


0.021 


2790 


AB017186 


Clostridium perfringens genes of hem operon, complete cds 


I L4 


z /yi 


! U47416 


Solanum allophylium NADH dehydrogenase subunit (ndhF) gene, 
chloroplast gene encoding chloroplast protein, partial cds 


0.2 




M21258 


Human small nuclear ribonucleoprotein (snRNP) E gene, exon 5 and 
Alu repeats copy N and O 


0.051 


2793 


L05004 


Staphylococcus aureus dehydroquinate synthase (aroB) gene, 3' end 
cds; 3-phosphoshikimate-l<arboxyv^ (aroA) gene, 
complete cds; ORF3, complete cds 


0.21 


2794 


AF302005 


Uma scoparia isolate ROM3406 cytochrome b gene, partial cds; 
mitochondrial gene for mitochondrial product 


2 


2795 


AF288209 


Homo sapiens beta galactosyltransferase bGalT7 mRNA, complete cds 


2 


no^ 

2796 


AB048897 


Macaca fascicularis brain cDNA, clone:QnpA-17253 | 


1.7 


2797 


AK025054 


Homo sapiens cDNA: FLJ21401 fis, clone COL03678 


0.071 


2798 


U39886 


Bos taurus Y-chromosome specific genomic sequence 


0.002 


2799 


AJ277649 


Caenorhabditis elegans mRNA for CHE-14 protein 


0.6 


2800 


AF058764 


Xenopus laevis bone morphogenetic protein 4 (BMP-4) gene, 
complete cds 


0.56 


2801 


AE001398 


Plasmodium falciparum chromosome 2, section 35 of 73 of the 
complete sequence 


0.15 


2802 


AF079456 


O'nyong-nyong virus strain SG650, complete genome 


0.003 


2803 


AF087913 


Human endogenous retrovirus HERV-P-T47D 


6 


2804 


AB005053 


Anomala cuprea entomopoxvirus gene for spheroidin, complete cds 


1.8 


2805 


AF027656 


Homo sapiens cholesteryl ester transfer protein gene, promoter region 


0.004 


2806 


XM_031478 


Homo sapiens vacuolar protein sorting protein 18 (VPS18), mRNA 


1.7 


2807 


XM_001718 


Homo sapiens KIAA0475 gene product (KIAA0475), mRNA 


0.023 


2808 


L21906 


Human troponin I, slow-twitch isofbrm (TNNI1) gene, exons 2-4 


1.5 


2809 


NM 006633 


Homo sapiens IQ motif containing GTPase activating protein 2 
(IQGAP2), mRNA 


5E-39 ! 


2810 


AE001541 


Helicobacter pylori, strain J99 section 102 of 132 of the complete 
genome 


0.2 


2811 


M63577 


S.cerevisiae SFP1 gene, complete cds 


0.023 


2812 


XM 004980 


Homo sapiens cystic fibrosis transmembrane conductance regulator, 
ATP-binding cassette (sub-family C, member 7) (CFTR), mRNA 


0.013 


2813 


AJ305053 


Caprine arthritis-encephalitis virus proviral partial pol gene for Pol 
protein (reverse transcriptase), isolate CAE V Br/UFRGS-2/C767 


0.5 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2814 


AK014450 


Mus musculus 18 days pregnant adult female placenta and extra 
embiyonic tissue cDNA, RIKEN full-length enriched library, 
clone:3830422A13, full insert sequence 


0.075 


2815 


X99691 


B.taurus DNA for agouti gene 


2 


2816 


Z64630 


H.sapiens CpG island DNA genomic Msel fragment, clone 152h5, 
forward read cpgl52h5.ftla 


0.14 


2817 


AF357971 


Ovine pulmonary adenocarcinoma virus, complete sequence; and 
flanking Ovis aries sequence 


4.9 


2818 


AE003336 


Drosophila melanogaster genomic scaffold 142000013385800, 
complete sequence 


0.16 


2819 


U72236 


Dictyostelium discoideum ModA (modA) gene, complete cds 


0.61 


2820 


XM 018110 


Homo sapiens gap junction protein, beta 3, 3 lkD (connexin 3 1) 
(GJB3), mRNA 


5.1 


2821 


AJ005588 


Capsicum armuum gene encoding 5-epi-aristolochene synthase, exons 
1 to 7 


0.23 


2822 


AK022842 


Homo sapiens cDNA FLJ12780 fis, clone NT2RP2001813 


0.074 


2823 


AF138281 


Arabidopsis thaliana phospholipase D-gamma-2 mRNA, complete cds 


0.071 


2824 


AB040882 


Homo sapiens mRNA for KIAA1449 protein, partial cds 


0.18 


2825 


AB022156 


Mus musculus Cctb gene for chaperonin containing TCP-1 beta 
subunit, complete cds 


0.5 


2826 


BC005516 


Mus musculus, RIKEN cDNA 1200007D18 gene, clone MGQ7601 
IMAGE:3494155, mRNA, complete cds 


0.51 


2827 


AK025207 


Homo sapiens cDNA: FLJ21554 fis, clone COL06330 


4.4 


2828 


NM_018798 


Mus musculus ubiquilin 2 (Ubqln2), mRNA 


0.043 


2829 


Z23770 


H. sapiens (D17S842) DNA segment containing (CA) repeat; clone 
AFM240xe5; single read 


0.00004 


2830 


BC005762 


Mus musculus, Similar to proteasome (prosome, macropain) subunit, 
alpha type 1, clone MGC.6546 IMAGE:2655483, mRNA, complete 
cds 


0.67 


2831 


AB047932 


Macaca fascicularis brain cDNA, clone:QnpA-10158 


0.68 


2832 


U19765 


Human nucleic acid binding protein gene, complete cds 


0.18 


2833 


AF200327 


Plasmodium chabaudi unknown genes 


0.028 


2834 


U67544 


Methanococcus jannaschii section 86 of 150 of the complete genome 


0.14 


2835 


BC010357 


Homo sapiens, Similar to hypothetical protein, clone MGC: 13367 
IMAGE:4249317, mRNA, complete cds 


2E-55 


2836 


AE007471 


Streptococcus pneumoniae section 154 of 194 of the complete genome 


5.2 


ZuJ / 


AJ320185 


Solanum tuberosum snl gene for snakin-1, exons 1-2 


0.44 


2838 


AF039954 


Homo sapiens CC chemokine LCC-1 precursor, gene, complete cds 


0.002 


2839 


Y13631 


Clostridium botulinum P-21, P-47 ntnh, bonT genes 


0.14 


2840 


AL390181 


Homo sapiens mRNA; cDNA DKFZp547J125 (from clone 
DKEZ*>547J125) 


0.019 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2841 


AF366200 


Diadema antillarum isolate dmid3 tRNA-Lys gene, partial sequence; 
ATPase 8 gene, complete cds; and ATPase 6 gene, partial cds; 
mitochondrial genes for mitochondrial products 


6.1 


2842 


AJ237688 


Canis familiaris polymorphic marker clone XA07 


0.53 


2843 


AF244979 


Mus musculus galectin-1 1 mRNA, variant b, complete cds, 
alternatively spliced 


0.25 


2844 


AL390174 


Homo sapiens mRNA; cDNA DKFZp547J184 (from clone 
DKFZp547J184) 


0.21 


2845 


U80230 


Human clotting factor VIE gene, junction regions of the deletion of 
exons 15 through 20 and LINE- 1 -like repeat region 


2E-09 


2846 


U31086 


Gallus gallus neuron-glia adhesion molecule (Ng-CAM) gene, partial 
cds, exons 1 and 2 


0.064 


2847 


D16685 


Rice gene for lactate dehydrogenase, complete cds 


0.003 


2848 


AB007459 


Chara corallina ccml mRNA for myosin, complete cds 


0.067 


2849 


U63328 


Pissodes strobi vitellogenin (Vtg) mRNA, partial cds 


0.68 


2850 


U50727 


Human p40-phox (NCF4) gene, exon 8 


0.023 


2851 


NM_017190 


Rattus norvegicus Myelin-associated glycoprotein (Mag), mRNA 


6.5 


2852 


AF361105 


Homo sapiens interleukin 9 (IL9) gene, complete cds 


' 0.37 


2853 


AP001416 


Homo sapiens genomic DNA, chromosome 21q22.2, clone:D34, 
LB7T-ERG region, complete sequence 


1.5 


2854 


Y16771 


Phylica pubescens chloroplast partial trnL gene & intergenic spacer 


0.6 


2855 


AE005624 


Escherichia coli 0157:H7 EDL933 genome, contig 3 of 3, section 243 
of 290 


0.075 


2856 


AF159568 


Microbotryum violaceum ammonium transporter MEPa (MEPa) 
mRNA, complete cds 


0.7 


2857 


M34149 


S.cerevisiae mitochondrial gap 12 sequence 


0.51 


2858 


D16541 


Chicken DNA for connectm(titin), partial sequence 


0.064 


2859 


AC007039 


Homo sapiens BAC clone RP11-263A15 from Y, complete sequence 


e-149 


2860 


AJ294714 


Pichia anomala leu2 gene for beta-isopropylmalate dehydrogenase 


0.056 


2861 


XM_051160 


Homo sapiens KIAA1463 protein (KIAA1463), mRNA 


0.22 


2862 


XM_031527 


Homo sapiens leucine-rich PPR-motif containing (LRPPRC), mRNA 


0.0003 


2863 


AF323443 


Plasmodium yoelii yoelii clone 11 235 kDa rhoptry protein (IIa.2) 
gene, partial cds 


0.02 


2864 


Y14324 


Staphylococcus aureus partial 0RF292 and 0RF271, 0RF33 1 and 
ORF314 


0.62 


2865 


BC007568 


Homo sapiens, clone MAGE:3028427, mRNA, partial cds 


0.16 


2866 


U67518 


Methanococcus jannaschii section 60 of 150 of the complete genome 


0.67 


2867 


AJ133742 


Sus scrofa ryr3 gene (partial), exon 2 


0.68 


2868 


AF1 16520 


Mus musculus periplakin (ppl) gene, exons 2-14 


0.083 


2869 


D38044 


Human gene for Ah-receptor, exon 7-9 


0.25 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2870 


XM010162 


Homo sapiens methyl CpG binding protein 2 (Rett syndrome) 
(MECP2), mRNA 


1.7 


2871 


AF303030 


Lavatera phoemcea isolate 804 internal transcribed spacer 1, partial 
sequence, 5.8S ribosomal RNA, complete sequence and internal 
transcribed spacer 2, partial sequence 


0.01 


2872 


AE002274 


Chlamydia muridarum, section 6 of 85 of the complete genome 


1.8 


2873 


AB062056 


Homo sapiens p53DINPl gene for p53DINPla, p53DINPlb, complete 
cds , alternative splicing 


8E-26 


2874 


AF150965 


Bacillus anthracis plasmid pXOl resolvase X (resX) and transposase 
X (traX) genes, complete cds ( 


1.6 


2875 


U90292 


Human chromosome 16 duplicated adrenoleukodystrophy (ALD) 
gene, 5' breakpoint sequence 


3E-41 


2876 


U75361 


Rattus norvegicus Muncl3-3 mRNA, complete cds 


3E-18 


2877 


AF006686 


Plecotus auritus clone Paur06 microsatellite sequence 


5E-10 


2878 


NM 009694 


Mus museums apolipoprotein B editing complex 2 (Apobec2), mRNA 


0.00009 


2879 


AF315316 


Vigna radiata ACC oxidase gene, complete cds 


0.003 


2880 


AE005714 


Caulobacter crescentus section 40 of 359 of the complete genome 


1.5 


2881 


AL451135 


Human DNA sequence from clone RP1 1-45G20 on chromosome 6, 
complete sequence [Homo sapiens] 


1.9 


2882 


AF315316 


Vigna radiata ACC oxidase gene, complete cds 


0.003 


2883 


NM 009694 


Mus museums apolipoprotein B editing complex 2 (Apobec2), mRNA 


0.00008 


2884 


AB047932 


Macaca fascicularis brain cDNA, clone:QnpA-10158 


0.16 


2885 


U18671 


Human Stat2 gene, complete cds 


0.23 


2886 


AB040670 


Bombyx mori copg2 mRNA for nonclathrin coat protein gamma2- 
COP, partial cds 


0.074 


2887 


AK017987 


Mus musculus adult male thymus cDNA, RJKEN full-length enriched 
library, clone:5830443J22, full insert sequence 


0.035 


2889 


AE001419 


Plasmodium falciparum chromosome 2, section 56 of 73 of the 
complete sequence 


0.12 


2890 


AF275225 


Eriosoma lanigerum 12S small subunit ribosomal RNA gene, partial 
sequence; tRNA-Val gene, complete sequence; and 16S large subunit 
ribosomal RNA gene, partial sequence; mitochondrial genes for 
mitochondrial products 


0.35 


2891 


AF372971 


Arabidopsis thai i ana AT3g23580/MDB19J7 mRNA, complete cds 


0.53 


2892 


AJ404851 


Homo sapiens partial ARNT gene for aryl hydrocarbon receptor 
nuclear translocator, exon 4 


3.7 


2893 


AJ012380 


Fugu rubripes partial rara gene, exons 4-10 


1.4 


2894 


AB064593 


Escherichia coli icdA gene for isocitrate dehydrogenase, complete cds 


0.027 


2895 


AF182444 


Drosophila melanogaster disco-interacting protein (dipl) gene, 
alternatively spliced products, jcomplete cds; and T042 gene, partial 
cds 


1.6 
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SEQID 
NO 


ACCESSN 


DESCRJP 


P VALUE 


2896 


AY020760 


Oryza sativa microsatellite MRG3085 containing (TA)X13, closest to 
marker R2976, genomic sequence 


0.007 


2897 


AE006318 


Lactococcus lactis subsp. lactis IL1403 section 80 of 218 of the 
complete genome 


0.53 


2898 


X01973 


Mouse gene for interferon alpha 4 (Mu IFN-alpha 4) 


3.9 


2899 


AF176677 


Candida albicans gamma-glutamylcysteine synthetase (GCS1) gene, 
complete cds 


0.07 


2900 


AF109009 


Prolaupala kukui clone 1092 transposon Laul sequence 


3.6 


2901 


D49739 


Chicken mRNA for leucine zipper protein, complete cds 


2.4 


2902 


U34610 


Mus musculus alpha- 1 (XVIII) collagen (COL18A1) gene, exon 6 and 
7 


0.006 


2903 


AK026763 


Homo sapiens cDNA: FU23110 fis, clone LNG07802 


0.34 


2904 


AF343914 


Campylobacter jejuni NCTC 11828 LOS biosynthesis cluster, partial 
sequence 


0.024 


2905 


AE002722 


Drosophila melanogaster genomic scaffold 142000013385665, 
complete sequence 


0.007 \ 


2906 


XM 027242 


Homo sapiens KIAA0805 protein (KIAA0805), mRNA 


1.1 


2907 


Y15082 


Homo sapiens pl4.5 gene, partial exon 1 and promoter, hPOPl gene 
exon 1 and promoter and bidirectional promoter region 


0.67 


2908 


XM 009536 


Homo sapiens GTPase GES; REM protein (REM), mRNA 


5.9 


2909 


XMJ)36351 


Homo sapiens nuclear transcription factor Y, alpha (NFYA), mRNA 


1E-32 


2910 


AB037851 


Homo sapiens mRNA for KIAA1430 protein, partial cds 


0.58 


2911 


XM 002943 


Homo sapiens similar to PRO0327 protein (R sapiens) (LOC92570), 
mRNA 


2.4 


2912 


AF069179 


Lysiphlebus cardui NADH dehydrogenase 1 gene, mitochondrial gene 
encoding mitochondrial protein, partial cds 


0.008 


2913 


AJ243545 


Arabidopsis thaliana gene for 67 kD chloroplastic RNA-binding 
protein, P67 


0.54 


2914 


AJ295795 


Isolepis producta chloroplast trnL gene intron 


2.2 


2915 


AJ311050 


Medicago sativa prl0.2 gene for class 10 PR protein 


0.26 


2916 


AK021512 


Homo sapiens cDNA FLJ1 1450 fis, clone HEMBA1001432 


0.25 


2917 


AK002979 


Mus musculus adult male brain cDNA, RKEN full-length enriched 
library, clone:0710001P07, full insert sequence 


0.023 


2918 


AY007505 


Streptococcus mitis phage SMI PblA (pblA) and PblB (pblB) genes, 
complete cds; lysin (lys) gene, partial cds; and unknown genes 


0.026 


2919 


AK022043 


Homo sapiens cDNA FLJ11981 fis, clone HEMBB 1001317 


0.69 


2920 


AF162969 


Mycoplasma capricolum capricolum strain 960038 fructose 
biphosphate aldolase gene, partial cds 


0.064 


2921 


XM_051364 


Homo sapiens similar to immediate early protein (H. sapiens) 
(LOC93434), mRNA 


0.086 


2922 


XM 027642 


Homo sapiens KIAA0349 protein (KIAA0349), mRNA 


0.24 


2923 


XM_045819 


Homo sapiens cofilin 2 (muscle) (CFL2), mRNA 


L9 


2924 


AF146362 


Drosophila melanogaster Huntington disease protein homolog 
(Hsap\HD) mRNA, complete cds 


0.23 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2925 


U91993 


Solanum chacoense transposable element Sch2, sequence 


0.027 


2926 


AK021782 


Homo sapiens cDNA FLJ1 1720 fis, clone HEMBA1005293 


2.3 


2927 


AF274444 


Carsonella ruddii ribosomal protein LI 1 (rpLll), ribosomal protein 
LI (rpLl), ribosomal protein L10 (rpLlO), ribosomal protein L7/L12 
(rpL7/L12), beta subunit of RNA polymerase (rpoB), beta-prime 
subunit of RNA polymerase (rpoC), ribosomal protein S12 > 


2 


2928 


AF003047 


Simian immunodeficiency virus isolate P2S1 patient P2, gpl20 (env) 
gene, partial cds 


0.064 


2929 


AK022102 


Homo sapiens cDNA ELJ12040 fis, clone HEMBB 100 1944 


0 


2930 


AC004239 


Homo sapiens BAC clone CTB-34F8 from 7pl5-p21, complete 
sequence 


. 0.001 


2931 


AF104819 


Strumaria truncata trnL gene, partial sequence; chloroplast gene for 
chloroplast product 


0.25 


2932 


AF171916 


Trimeresurus flavomaculams cytochrome b (cytb) gene, partial cds; 
mitochondrial gene for mitochondrial product 


0.21 


2933 


AJ011596 


Homo sapiens trapped 3' terminal exon, clone B2E8 


0.0003 


2934 


AF269137 


Homo sapiens GABAA receptor gamma 3 subunit (GABRG3) gene, 
exon 3 


0.8 


2935 


AB030586 


Arabidopsis thaliana AATL1 gene for amino acid transporter-like 
protein 1, complete cds 


1.9 


2936 


L76484 


Cronartium appalacMamim isolate Ca-1 18S ribosomal RNA gene, 
partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA 
gene and internal transcribed spacer 2, complete sequence; and 26S 
ribosomal RNA gene, partial sequence 


0.71 


2937 


AF366570 


Trypanosoma congolense calreticulin mRNA, complete cds 


0.084 


2938 


NM 004682 


Homo sapiens PC4 and SFRS1 interacting protein 1 (PSIP1), mRNA 


2 


2939 


AL050219 


Homo sapiens mRNA; 6DNADKFZp586J1623 (from clone 
DKFZp586J1623) 


1.8 


2940 


AF275687 


Plasmodium falciparum knob-associated histidine-rich protein 
(KAHRP) gene, complete cds 


0.009 


2941 


AF142701 


Vigna umbellata maturase-like protein (matK) gene, complete cds; 
chloroplast gene for chloroplast product 


0.56 


2942 


AF226775 


Mitthyridium undulatum small ribosomal protein 4 (rps4) gene, 
partial cds; chloroplast gene for chloroplast product 


0.073 


2943 


XM 034735 


Homo sapiens similar to hypothetical protein FU21463 (H. sapiens) 
(LOC90883), mRNA 


0 


2944 


AK017899 


Mus museums adult male thymus cDNA, RIKEN full-length enriched 
library, clone:5830405M20, full insert sequence 


0.28 


2945 


Y10159 


D.discoideum racGAP gene 


6.2 


2946 


XM 011562 


Homo sapiens hypothetical gene supported by NM_000181 
(LOC92707), mRNA 


0.025 


2947 


AF191257 


Trichuris trichiura microsatellite ttstr!4 


0.078 


2948 


Y08449 


E.caballus DNA segment containing CA microsatellite VHL137 


0.00003 



323 



WO 02/14500 



PCT/US01/25840 





Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


2949 


AK003959 


Mus musculus 18 days embryo cDNA, RIKEN full-length enriched 
library, clone: 1110029G12, full insert sequence 


0.077 


2950 


NM 012779 


Rattus norvegicus Aquaporin 5 (Aqp5), mRNA 


2.2 


2951 


AJ404295 


Borelis schlumbergeri 18S rRNA gene, isolate 191 


0.25 


2952 


AE001365 


Plasmodium falciparum chromosome 2, section 2 of 73 of the 
complete sequence 


0.49 


2954 


Y13434 


Ovis aries mRNA for thyroid stimulating hormone receptor 


1.8 


2955 


AB026906 


Homo sapiens SDHD gene for small subunit of cytochrome b of 
succinate dehydrogenase, complete cds 


0.001 


2956 


BC010367 


Homo sapiens, hypothetical protein FU20534, clone MGC: 13432 
IMAGE:4334172, mRNA, complete cds 


4 


2957 


AJ251957 


Ciona intestinalis mRNA for nuclear lamin (lamin L2 gene) 


2 


2958 


AK016695 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4933406J08, full insert sequence 


2E-14 


2959 


Z13985 


Mmusculus control region sequence DNA 


0.072 


•2960 


AL591590 


Human DNA sequence from clone CTD-2053G21 on chromosome 
Xql3.3-21.2, complete sequence [Homo sapiens] 


0.007 


2961 


AB002807 


Glycine max DNA for nodulin 35, partial cds 


0.24 


2962 


AE001399 


Plasmodium falciparum chromosome 2, section 36 of 73 of the 
complete sequence 


0.003 


2963 


AF298224 


Homo sapiens RPCI-II 289E13 CD21 gene, partial cds 


0.00001 


2964 


XM_018458 


Homo sapiens similar to hypothetical protein PR02822 (H. sapiens) 
(LOC93537), mRNA 


0.21 


2965 


AF288778 


Homo sapiens erythroleukemia translocation breakpoint region 


0.068 


2966 


AF073994 


Drosophila melanogaster gamma-tubulin (GTUB) gene, partial cds; 
and recombination repair protein 1 (RRP1) and thymidylate synthase 
(TS) genes, complete cds; and RNA-binding protein (RBP9) gene, 
partial sequence 


0.14 


2967 


AL121822 


Human DNA sequence from clone 346P11 on chromosome Xq2L2- 
21.33, complete sequence [Homo sapiens] 


0.0000001 


2968 


U31284 \ 


Mesotaenhim caldariorum clone mesphylb phytochrome gene, 
complete cds 


0.59 


2969 


XM_008806 


Homo sapiens mitogen-activated protein kinase 4 (MAPK4), mRNA 


1.8 


2970 


XM 027307 


Homo sapiens KIAA1209 protein (KIAA1209), mRNA 


0.001 


2971 


AF179711 


Hylobates sp. RH50 glycoprotein (RHAG) gene, intron 9 


0.56 


2972 


BC007133 


Mus musculus, apoptosis inhibitory protein 5, clone MGC:5830 
IMAGE:3594358, mRNA, complete cds 


5.4 


2973 


AF282018 


Homo sapiens clone 15qtel_ctg0082_c262bt3_c290bt3 sequence 


2E-53 


2974 


AE004790 


Pseudomonas aeruginosa PA01, section 351 of 529 of the complete 
genome 


1.8 


2975 


XM 003050 


Homo sapiens similar to seven transmembrane domain orphan 
receptor (H. sapiens) (LOC63108), mRNA 


0.27 


2976 


AF353728 


Mus musculus myo-inositol monophosphatase 1 (Impal) gene, exons 
1 through 7 


1.2 
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2977 


AK005535 . 


Mus musculus adult female placenta cDNA, RJKEN full-length 
enriched library, clone: 1600025H15, full insert sequence 


0.55 


2978 


AJ002479 


Medicago truncatula ENBP1 gene, exons 1 to 12 


0.64 


2979 


AF154836 


Homo sapiens Ras-like GTP-binding protein (RAB27A) gene, exons 
lb and 2 


0.000001 


2981 


AF260819 


Plasmodium falciparum CGI protein gene, complete cds 


0.73 


2982 


AE006714 


Sulfolobus solfataricus section 73 of 272 of the complete genome 


0.02 


2984 


NM 004114 


Homo sapiens fibroblast growth factor 13 (FGF13), mRNA 


6.7 


2985 


AF155369 


Buthus martensii putative potassium ion channel blocker TXKsl 
mRNA, complete cds 


0.72 


2986 


XM_041836 


Homo sapiens similar to MHC class I region ORF (H. sapiens) 
(LOC91955), mRNA 


0.18 


2987 


AF153668 


Microcephala discoidea NADH dehydrogenase (ndhF) gene, partial 
cds; chloroplast gene for chloroplast product 


1.7 | 


2988 


AF216211 


Drosophilabuzzatii alpha-esterase 3 (aE3) and alpha-esterase 4b 
(aE4b) genes, complete cds 


0.073 


2989 


AF352244 


Dermatophagoides farinae paramyosin-like allergen mRNA, partial 
cds 


0.025 


2990 


XM 007409 


Homo sapiens alkylation repair; alkB homolog (ABH), mRNA 


0.21 


2991 


AF005779 


Sus scrofa neuropeptide Y Yl receptor mRNA, complete cds 


0.66 


2992 


AF264749 


Arabidopsis thaliana hydrophobic protein RCI2B (RCI2B) and 
hydrophobic protein RCI2A (RCI2A) genes, complete cds 


0.022 


2994 


AL162033 


Homo sapiens mRNA; cDNA DKFZp434F1872 (from clone 
DKFZp434F1872) 


0.69 


2995 


AK013593 


Mus musculus adult male hippocampus cDNA, RIKEN full-length 
enriched library, clone:2900024O09, full insert sequence 


0.7 


2996 


AF222716 


Plasmodium falciparum clone 3D7 unconventional myosin PfM-B 
gene, complete cds 


0.027 


2997 


AK006599 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone: 1700034 J06, full insert sequence 


2.2 


2998 


AF010509 


Plasmodium falciparum micro satellite TA39 sequence 


0.001 


2999 


AF070566 


Homo sapiens clones 24611 and 24705 mRNA sequence 


0.000003 


3000 


AF181676 


Homo sapiens clone 204112 polymorphic microsatellite sequence 


0.074 


3001 


M17169 


Chinese hamster glucose-regulated protein GRP78 mRNA, complete 
cds 


0.008 


3002 


NM 031236 


Rattus norvegicus alpha 1,2-fucosyltransferase (Futl), mRNA 


0.69 


3003 


XM 016321 


Homo sapiens region containing TBX3-iso protein; T-box 3 (ulnar 
iiiammary syndrome) (LOC82353), mRNA 


0.73 1 


3004 


BC005379 


Homo sapiens, Similar to plasminogen, clone MGC: 12496 
IMAGE:3934860, mRNA, complete cds 


0.000001 


3005 


AF276176 


Scaphirhynchus platorynchus microsatellite Spl-107 sequence 


0.009 


3006 


XM 010048 


Homo sapiens like mouse brain protein E46 (E46L), mRNA 


0.47 


3007 


NC 001807 


Human mitochondrion, complete genome 


1E-10 


3008 


AE006103 


Pasteurella multocida PM70 section 70 of 204 of the complete genome 


0.4 
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NO 
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3009 


AE006266 


Lactococcus lactis subsp. lactis IL1403 section 28 of 218 of the 
complete genome 


0.2 


3010 


AF022812 


Dehalospirillum multivorans GTP cyclohydrolase EL (ribA) gene, 
partial cds; and 3,4-dihydroxy-2-butanone-4-phosphate synthase 
(ribB), riboflavin synthase (ribH), tetrachloroethene reductive 
dehalogenase catalytically active subunit (pceA), and tetrachl> 


0.21 


3011 


AJ243901 


Mycoplasma hominis p75 gene, strain PG21 


1.4 


3013 


XM 027894 


Homo sapiens hypothetical protein DKFZp761C121 
(DKFZp761C121), mRNA 


5E-33 


3014 


AJ390525 


Candida albicans ORF DNA, clone 64gB 


0.52 


3015 


AJ006873 


Buchnera aphidicola plasmid pBTJsl, repA2 gene, leuA gene and 
ORF1 


0.013 


3016 


L07898 


Entamoeba histolytica alpha-1 tubulin (tubl) gene, complete cds 


0.024 


3017 


L25107 


Human LIS mRNA 


1.2 


3018 


AL122122 


Homo sapiens mRNA; cDNA DKFZp434L098 (from clone 
DKFZp434L098) 


0.007 


3019 


V01270 


Rattus norvegicus genes for 18S, 5.8S, and 28S ribosomal RNAs 


2E-10 


3020 


AK023061 


Homo sapiens cDNA FLT12999 fis, clone NT2RP3000324 


0.12 


3021 


U80449 


Caenorhabditis elegans cosmid R10A10 


0.29 


3022 


AF355473 


Oryzias latipes germ cell-less protein (gel) mRNA, complete cds 


•2.3 


3023 


XM 037811 


Homo sapiens hypothetical gene supported by AL1 17650 
(LOC91349), mRNA 


0.39 


3024 


AK016492 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:493 1430N09, full insert sequence 


0.004 


3025 


XM011189 


Homo sapiens similar to DKFZP564K247 protein (H. sapiens) 
(LOC91537), mRNA 


4 


3026 


BC010710 


Mus musculus, Similar to ribosomal protein L19, clone MGC:6500 
IMAGE:2648593, mRNA, complete cds 


5.1 


3027 


XM 017923 


Homo sapiens hypothetical protein FLJ12660 (FLJ12660), mRNA 


4.1 


3028 


AC016671 


Homo sapiens BAC clone RP11-12J24 from Y, complete sequence 


0.012 


3029 


L13662 


Campylobacter jejuni major cell-binding factor (pebl) and receptor 
genes, complete cds 


0.044 


3030 


X77172 


Mmusculus pF2 genomic DNA, homology with mouse repetitive 
elements Bl, B2 and human Alu 


0.008 


3031 


AF074841 


Campylobacter lari tRNA-Ala and tRNA-Ile genes, complete sequence 


0.016 


3032 


AF272846 


Homo sapiens Fanconi anemia complementation group D2 protein 
(FANCD2) gene, exon 1 


0.065 i 


3033 


D50090 


Drosophila americana texana G-3-P dehydrogenase (alphaGpdh) 
gene, exonl-8, complete cds 


0.13 


3034 


AE001417 


Plasmodium falciparum chromosome 2, section 54 of 73 of the 
complete sequence 


0.15 


3035 


AK002007 


Homo sapiens cDNA FIJI 1 145 fis, clone PLACE1006626, highly 
similar to Homo sapiens mRNA for KIAA0928 protein 


0.026 
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P VALUE 


3036 


AL512432 


Human DNA sequence from clone RP1 1-245H22 on chromosome 6 
Contains GSSs, complete sequence [Homo sapiens] 


0.00003 


3037 


AB030490 


Glycine max SG-05 gene for thiamin biosynthetic enzyme, complete 
cds 


0.003 


3038 


U0582O 


Saccharomyces cerevisiae DA-box protein Smc2p (SMC2) gene, 
complete cds, and assimilatory sulfite reductase (MET10) gene, 
partial cds 


1.7 


3039 


AF098761 


Gracilaria gracilis microsatellite Ggl55R sequence 


0.07 


3041 


AF045595 


Carassius auratus clone gf-40 glutamic acid decarboxylase isoform 67 
(GAD67) mRNA, complete cds 


2 


3042 


AJ404308 


Sorites marginalis 18S rRNA gene, isolate 836 


0.009 


3043- 


AE006495 


Streptococcus pyogenes Ml GAS strain SF370, section 24 of 167 of 
the complete genome 


6 


3044 


XM_030781 


Homo sapiens enigma (LIM domain protein) (ENIGMA), mRNA 


3E-18 


3045 


AC024748 


Caenorhabditis elegans cosmid Y 1 10A2AR, complete sequence 


0.15 


3046 


AL512282 


Human DNA sequence from clone XXyac-BA141F18 on chromosome 
X, complete sequence [Homo sapiens] 


0.06 


3047 


AF009980 


Otolemur garnetti color vision opsin gene, exons 5 and 6, and 
complete cds 


0.17 


3048 


AF284953 


Carex exsiccata tRNA-Thr, partial sequence; trnT-trnL intergenic 
spacer, tRNA-Leu, and trnL-trnF intergenic spacer, complete 
sequence; and tRNA-Phe, partial sequence; chloroplast genes for 
chloroplast products 


0.23 


3049 


AE004036 


Xylella fastidiosa 9a5c, section 182 of 229 of the complete genome 


4.3 


3050 


X94767 


H.sapiens RP3 gene (XLRP gene 2) 


0.002 


3051 


AF279135 


Dictyostelium discoideum spore coat structural protein SP65 (cotE) 
gene, complete cds 


0.003 


3052 


AF277452 


Rattus norvegicus Pkdl mRNA, partial cds 


0.12 


3053 


AF327114 


Homo sapiens clone 8qtel_cl9t7 sequence 


8E-17 


3054 


AB052201 


Macaca fascicularis brain cDNA, clone:QnpA-20394 


0.59 


3055 


AJ235314 


Antilocapra americana mitochondrial DNA for D-ioop 


0.17 


3056 


AF361481 


Homo sapiens mitochondrial GTP-binding protein 1 (GTPBP3) gene, 
complete cds; nuclear gene for mitochondrial product 


0.009 


3057 


AE006879 


Sulfolobus solfataricus section 238 of 272 of the complete genome 


1.6 


3058 


AJ277756 


Legionella pneumophila ORF X (partial), recA gene, recX gene and 
sya gene (partial) 


0.21 


3059 


U73044 


Schizosaccharomyces pombe ARS binding protein 2 (abp2) mRNA, 
complete cds 


0.058 


3060 


AF043123 


Homo sapiens interleuldn-7 receptor precursor (IL7R) gene, exon 1 


0.2 


3061 


L43603 


Gallus gallus Na+/K+-ATPase alpha-1 subunit gene, promoter region 


0.48 
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3062 


X68976 


N.viridescens mRNA for Hoxd-10 


0.092 


3063 


A CArt 1 A C A 

ArUD1454 


Helianthus annuus Dc3 promoter-binding factor-2 (DPBF-2) mRNA, 
complete cds 


.0.18 


3064 


ArU86062 


Homo sapiens mil length insert cDNA clone YZ06B1 1 


3E-24 


3065 


U67234 


Human clone HS5.29 Alu-Ya5 sequence 


0.087 1 


J \J\JVJ 


A 1? AO A 1 AA 

AF030199 


Mus musculus type 1 sigma receptor gene, complete cds 


0.45 


3067 


J05544 


Plasmodium falciparum glucosephosphate isomerase (ggi.Rl) gene, 
complete cds 


0.2 


3068 


X17455 


Rat Bmyc gene 5 -fragment 


0.003 


JUUy 


AF298207 


Dictyostelium discoideum transposon thug-S, complete sequence 


0.003 


3070 


NM 030238 


Mus musculus dynein, cytoplasmic, heavy chain 1 (Dnchcl), mRNA 


1.7 


3071- 


AB032151 


Homo sapiens BABP gene for bile acid-binding protein [AKR 1C2], 
exon 1 to 7 


0.28 


1077 

JU / 


NC 001481 


Feline calicivirus, complete genome 


1.9 


3073 


U49266 


Mus musculus growth hormone receptor/binding protein gene, exons 
9-10, and partial cds 


0.13 




Z24279 


H. sapiens (D1S489) DNA segment containing (CA) repeat; clone j 
AFM309ve9; single read 


0.16 


3075 


AF228724 


Rhagoletis conversa NADH-dehydrogenase subunit 4 (ND4) gene, 
partial sequence; NADH-dehydrogenase subunit 4L (ND4L) gene, 
complete sequence; and tRNA-Thr gene, partial sequence; 
mitochondrial genes for mitochondrial products 


0.048 


3076 


U72723 


Oryza longistaminata receptor kinase-like protein (Xa21) gene, 
complete cds and family member C, pseudogene 


0.21 


1077 


U55184 


Human G protein Golf alpha gene, exon 12 and complete cds 


1E-16 


107R 


AC006119 


Mus musculus clone UWGCrmbaclOgap from 14D1-D2 (T-Cell 
Receptor Alpha Locus), complete sequence 


0.00004 


3079 


AK015900 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4930526F13, full insert sequence 


0.76 


10RO 


AL133637 


Homo sapiens mRNA; cDNA DKFZp434J1618 (from clone 
DKFZp434J1618); partial cds 


0.071 


3081 


S74063 


c-raf=raf protein [Xenopus laevis, mRNA, 2736 nt] 


0.56 


JUOl 


NM 014498 


Homo sapiens type n Golgi membrane protein (GPP130), mRNA 


1.9 


3083 


AF238234 


Entamoeba histolytica diaphanous protein (dia) gene, partial cds 


2.1 


JvOt 


VU O1O770 


Homo sapiens SWI/SNF related, matrix associated, actin dependent 
regulator 01 cnromapn, suDiamuy i, memoer i ^ajviAK^r 1 ), uikjna 


O £^ 


3085 


AK007542 


Mus musculus 10 day old male pancreas cDNA, RIKEN full-length 
enriched library, clone: 18 10019D05, full insert sequence 


0.62 


3086 


AF228977 


Human T-cell lymphotropic virus type 1 isolate ATLL long terminal 
repeat, partial sequence 


0.0003 


3087 


AC091698 


Homo sapiens clone RP11-596J6, complete sequence 


0.073 


3088 


AF233882 


Homo sapiens plakoglobin (JUP) gene, exons 1 through 7 


4E-88 
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NO 
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3089 


U29468 


Drosophila koepferae K04 San Luis, Argentina, Gandalf transposable 
element DNA< partial sequence 


0.2 


3090 


AF279292 


Mycoplasma hyopneumoniae strain ISU 232 YX1 (yxl) gene, partial 
cds; pi 10 membrane protein precursor, gene, complete cds; and YX2 
(yx2) gene, partial cds 


0.2 


3091 


AF391284 


Homo sapiens llpl5.5 clone LOH11A, partial sequence 


0.007 


3092 


AF259737 


Ovis aries microsatellite MNS-64 sequence 


0.66 


3093 


NM 030261 


Mus musculus hypothetical protein MGC7182 (MGC7182), mRNA 


6E-36 


3094 


AB047879 


Macaca fascicularis brain cDNA, clone:QnpA-14270 


0.00003 


3095 


X65607 


H. sapiens MT1X gene for metallothionein IX 


0.023 


3096* 


AF231164 


Pseudosymblepharis schimperiana tRNA-Leu, partial sequence; trnL- 
trnF intergenic spacer, complete sequence; and tRNA-Phe, partial 
sequence; chloroplast genes for chloroplast products 


0.06 


3097 


AF290431 


Mus musculus sequence downstream of Hyall; and Fus2 gene, 5 f UTR 
and exon 1 


1.3 


3098 


X96762 


C.elegans mRNA for DNA topoisomerase I 


0.028 


3099 


AB036229 


Salganea nigrita mitochondrial COII gene for cytochrome oxidase n, 
partial cds, collection_site:Lake Danao, Leyte, Philippines 


0.53 


3100 


AJ309183 


Staphylococcus aureus partial coa gene for coagulase, type F, isolate 
rs59 


0.07 


3101 


AF240785 


Homo sapiens glutathione-S-transferase GSTT1 deletion/junction 
region sequence 


0.000004 


3102 


XM 031737 


Homo sapiens synaptosomal-associated protein, 23kD (SNAP23), 
mRNA 


0.0000004 


3103 


AY035097 


Arabidopsis thaliana putative proline-rich protein (F23H24. 15) 
mRNA, complete cds 


0.18 j 


3104 


AF121069 


Anopheles farauti 3 12S small subunit ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.065 


3105 


NM_016701 


Mus musculus nestin (Nes), mRNA 


0.23 


3106 


L41893 


Homo sapiens retinoblastoma susceptibility protein (RBI) gene, exon 
5, bases 44452-44939 inL11910 


0.008 


3107 


Z78623 


Rsapiens flow-sorted chromosome 6 TaqI fragment, SC6pA12B7 


2E-21 


3108 


XM 041367 


Homo sapiens NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 
4 (15kD, B15) (NDUFB4), mRNA 


2E-24 


3109 


AL117617 


Homo sapiens mRNA; cDNA DKFZp564H0764 (from clone 
DKFZp564H0764) 


0.17 


3110 


AK023907 


Homo sapiens CDNAFLJ13845 fis, clone THYRO1000815 


7E-42 


3111 


M95396 


Yeast putative transcriptional activator (ADA2) gene, complete cds 


3.8 


3112 


NC 002670 


Bacteriophage bIL3 1 1, complete genome 


0.073 


3113 


XMJ)37870 


Homo sapiens desmoplakin (DPI, DPII) (DSP), mRNA 


2.2 \ 


3114 


NM 032276 


Homo sapiens hypothetical protein DKFZp547E052 
(DKFZp547E052), mRNA 


0.43 
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NO 
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AB048877 


Macaca fascicularis brain cDNA, clone:QnpA-16414 


3E-30 




AKO 14209 


Mus musculus 13 days embryo head cDNA, RTKEN full-length 
enriched library, clone:3110053B16, full insert sequence 


0.029 


**1 17 


XMJ)37053 


Homo sapiens rhabdoid tumor deletion region protein 1 (RTDR1), 
mRNA 


9E-47 


3118 


AF156197 


Cinara pseudotaxifolia cytochrome oxidase 11 gene, partial cds; 
mitochondrial gene for mitochondrial product 


0.18 


3119 


AK022006 


Homo sapiens cDNA FIJI 1944 fis, clone HEMBB1000684 


0.003 


i i*>n 

JiZU 


U23175 


Caenorhabditis elegans cosmid F57F10, complete sequence 


0.022 


J1ZI 


AF267198 


Candidatus Carsonella ruddii natural-host Arytaina genistae ATP 
synthase alpha subunit (atpA) gene, partial cds; ATP synthase gamma 
subunit (atpG) gene, complete cds; and ATP synthase beta subunit 
(atpD) gene, partial cds 


0.019 


jZZZ 


AY026461 


Homo sapiens CUB domain containing protein 1 (CDCP1) mRNA, 
complete cds 


0.5 


3123 


NC 002471 


Typhlonectes natans mitochondrion, complete genome 


0.45 


J 123 


AF328531 


Homo sapiens clone 9qtel_cl0t7 sequence 


0.00001 


J I/O 


AF397158 


Homo sapiens clone 11 pur alpha-associated ribosomal RNA gene, 
partial sequence ! 


2E-37 


3127 


AF1 10970 


HTV-1 isolate C-96BW1 1.06 country Botswana, complete genome 


5.3 




AJ237690 


Canis farniliaris polymorphic marker clone XC08 


1.3 


3129 


AE001176 


Borrelia burgdorferi (section 62 of 70) of the complete genome 


0.084 




AJ271333 


Campylobacter hyoilei ORF1, ORF2, ORF3 and ORF4 


6.7 


3131 


AF1 12247 


Merluccius productus Mpro-1 mitochondrial control region, partial 
sequence 


0.0008 


3132 


XM 002378 


Homo sapiens uncharacterized hypothalamus protein HT010 (HT010), 
mRNA 


4E-28 


3133 


AJ242726 j 


Xenopus laevis mRNA for p21 activated kinase 2 (PAK2 gene) 


0.25 


11 1A 


AF049711 


Petunia x hybrida pollen-specific 1-aminocyclopropane-l-carboxylate 
synthase (ACS2) gene, complete cds 


0.24 


3135 


XM 003091 


Homo sapiens KIAA0001 gene product; putative G-protein-coupled 
receptor, G protein coupled receptor for UDP-glucose (KIAA0001), 
mRNA 


2.2 




Z33368 


NLcapricolum DNA for CONTIG MCABF 


0.001 


7i in 


AE001433 


Plasmodium falciparum chromosome 2, section 70 of 73 of the 
complete sequence 


0.001 


31Jo 


AK017235 


Mus musculus adult male pituitary gland cDNA, RIKEN full-length 
enriched library, clone: 5330405D 10, full insert sequence 


ft H 

0.7 


3139 


Z57308 


Rsapiens CpG island DNA genomic Msel fragment, clone 170g9, 
reverse read cpgl70g9.rtla 


0.023 


3140 


AC005485 


Homo sapiens PAC clone RP5-998M2 from 7q33-q35, complete 
sequence 


5.4 


3141 


AF118654 


Leishmania donovani ATPase 6 gene; kinetoplast gene for kinetoplast 
product 


0.66 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


3142 


AJ271879 


Uncultured eubacterium plasmid pIEl 130 DNA for repA gene, repC 
gene, repB gene, mobA gene, mobB gene, mobC gene, cac gene, catm 
gene, suin gene, strA gene, strB gene and aph(3>I gene 


0.26 


3143 


Y00165 


Sus scrofa mRNA for link protein 


0.079 


3144 


AF283982 


Caenorhabditis elegans transcription enhancer factor- 1 -like protein 
EGL-44 (egl-44) gene, complete cds 


0.0007 


3145 


AE004926 


Pseudomonas aeruginosa PA01, section 487 of 529 of the complete 
genome 


0.44 


3146 


AE004738 


Pseudomonas aeruginosa PA01, section 299 of 529 of the complete 
genome 


1.4 


3147 


AC083824 


Homo sapiens clone RP1 1-91J18, complete sequence 


0.59 


314S- 


AY023127 


Oryza sativa microsatellite MRG5452 containing (GCA)X9, closest to 
marker C402, genomic sequence 


0.77 


3149 


XM 002943 


Homo sapiens similar to PRO0327 protein (H, sapiens) (LOC92570), 
mRNA 


0.073 


3150 


D88151 


Clostridium perfringens DNA for D-alanine:D-alanine ligase, cortical 
fragment-lytic enzyme 


0.057 


3151 


XM 009013 


Homo sapiens similar to tumor necrosis factor (ligand) superfamily, 
member 14 (H. sapiens) (LOC63472), mRNA 


1.7 


3152 


NM 012702 


Rattus norvegicus Carcinoembryonic antigen gene family (CGM1) 
(Cgml), mRNA 


1.5 


3153 


AJ131041 


Clogmia albipunctata mRNA for Hunchback protein, partial 


0.019 


3154 


AE000720 


Aquifex aeolicus section 52 of 109 of the complete genome 


5.3 


3155 


X74789 


Potato leaf roll virus RNA sequence 


0.47 


3156 


AF064478 


Homo sapiens natural resistance-associated macrophage protein 2 
(NRAMP2) gene, exons 4 and 5 


0.021 


3157 


M84761 


Rat fatty acid synthase gene, complete cds 


0.25 


3158 


AF239566 


Polycycnis ornata tRNA-Leu (trnL) gene, partial sequence; and trnL-F 
intergenic spacer region, complete sequence; chloroplast gene for 
chloroplast product 


0.007 


3159 


AF343914 


Campylobacter jejuni NCTC 11828 LOS biosynthesis cluster, partial 
sequence 


0.025 


3160 


AL137443 


Homo sapiens mRNA; cDNA DKFZp566G184 (from clone 
DKFZp566G184) S 


0.99 


3161 


X54452 


D.discoideum ctilmination spiA (Dd3 1) gene 


0.71 


3162 


X80908 


L.esculentum gene for firuit ripening polygalacturonase 


0.069 


3163 


XM_007838 


Homo sapiens nuclear factor of activated T-cells 5, tonicity-responsive 
(NFAT5), mRNA 


0.5 


3164 


AF1 19385 


Mus musculus KvLQTl gene, KvLQTl-AS allele, partial intron 
sequence 


0.17 


3165 


X86449 


E.caballus DNA segment containing microsatellite 


1E-25 


3166 


Z22800 


H.sapiens microsatellite repeat 


0.000004 


3167 


U22842 


Lagos bat virus nucleoprotein gene, partial cds 


0.027 
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NO 
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P VALUE 


3168 


AF108897 


Campylobacter jejuni PglB (pglB) gene, partial cds; and PglA (pglA), 
PglC (pglC), PglD (pglD), PglE (pglE), PglF (pglF), and PgJG (pglG) 
genes, complete cds 


0.73 


3169 


AE000556 


Helicobacter pylori 26695 section 34 of 134 of the complete genome 


0.016 


3170 


AK024295 


Homo sapiens cDNA FU14233 fis, clone NT2RP4000049 


0.46 


3171 


U13835 


Mus musculus c-abl protein (c-abl) gene, exons 1 and IB, 
alternatively spliced 


4.5 


3172 


j AJ132887 


Homo sapiens telomere-junction DNA sequence, haplotype B 


6E-13 


3173 


XM 007277 


Homo sapiens hypothetical protein DKFZp761F2014 
(DKFZp761F2014), mRNA 


1.9 


3174 


L40470 


Pisum sativum (clone HW39-4) gene fragment 


0.05 


- 

3175 


AF206594 


Lacerta vivipara 12S ribosomal RNA gene, partial sequence; tRNA- 
Val gene, complete sequence; and 16S ribosomal RNA gene, partial 
sequence; mitochondrial genes for mitochondrial products 


0.69 


3176 


XM_037847 


Homo sapiens neurexophilin 3 (NXPH3), mRNA 


6.7 


3177 


AY026945 


Rattus norvegicus T:G mismatch thymine glycosylase mRNA, 
complete cds 


1.6 


3178 


XMJ)28009 


Homo sapiens KIAA1563 protein (KIAA1563), mRNA 


2E-71 


3179 


AF250386 


Carsonella ruddii RNA polymerase beta subunit (rpoB) and RNA 
polymerase beta-prime subunit (rpoC) genes, partial cds 


0.65 


3180 


AB038968 


Homo sapiens CFLAR gene, exon 5, exon 6 


0.24 


3182 


AK023569 


Homo sapiens cDNA FLJ13507 fis, clone PLACE1005085 


2E-64 | 


3183 


AF240176 


Mus Mus musculus MRP13 mRNA 




3184 


U20230 


Human guanyl cyclase C gene, partial cds 


0.2 


3185 


L18959 


Ovis aries T cell receptor gene V-region, exons 1 (3 1 end) and 2 (5' 
end) 


0.64 


3186 


U36785 


Rattus norvegicus putative pheromone receptor VN1 mRNA, complete 
cds 


0.73 


3187 


AF270614 


Homo sapiens clone 5qtei_c93t7 sequence 


0.075 j 


3188 


NM 004114 


Homo sapiens fibroblast growth fector 13 (FGF13), mRNA 


6.7 ! 


3189 


AJ403239 


M.musculus DNA for vimentin-binding fragment VimE7 


0.076 


3190 


BC010716 


Mus musculus, clone MGC:6551 IMAGE:2655861, mRNA, complete 
cds 


4.9 


3191 


AF270162 


Staphylococcus epidermidis strain SRI clone step. 1051e05 genomic 
sequence 


0.56 


3192 


XM 046992 


Homo sapiens hypothetical gene supported by AL137734 
(LOC92742),mRNA 


1.5 


3193 


AE003909 


Xylella fastidiosa 9a5c, section 55 of 229 of the complete genome 


6.3 


3194 


AF240176 


Mus Mus musculus MRP13 mRNA 


1.5 


3195 


L08174 


Romanomermis culicivoiax mitochondrial NADH dehydrogenase 
subunits 6 and 3 (ND6, ND3) cytochrome P450-like protein genes, 
complete CDS 


0.5 



332 



WO 02/14500 



PCT/US01/25840 





Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 
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DESCRIP 


P VALUE 


3196 


AK021098 


Mus musculus adult male corpus striatum cDNA, RKEN full-length 
enriched library, clone:C030021G16, full insert sequence 


6.5 


3197 


AF3 11637 


Eimeria separata ORF470 gene, partial cds; apicoplast gene for 
apicoplast product 


0.079 


3198 


D84549 


Candida tropicalis DNA for carnitine acetyltransferase, complete cds 


0.057 


3199 


XM_045864 


Homo sapiens KIAA1804 protein (KIAA1804), mRNA 


0 


3200 


XM 010334 


Homo sapiens transducin (beta)-like 1 (TBL1), mRNA 


L9 


3201 


AL133154 


S.pombe chromosome I cosmid cl751 


0.15 


3202 


S75898 


aromatase [Poephila guttata=zebra finches, ovary, mRNA, 3188 nt] 


0.49 


3203 


AF047669 


Homo sapiens dystrophin (DMD) gene, deletion junction 8 between 
introns 7 and 20 


0.001 


3204 


AB042652 


Bos taurus mRNA for zona pellucida glycoprotein ZPB, complete cds 


0.58 


3205 


AF147082 


Homo sapiens gamma-glutamyl hydrolase gene, exons 3 through 7 


0.028 


3206 


AE006252 


Lactococcus lactis subsp. lactis DL1403 section 14 of 218 of the 
complete genome 


0.07 


3207 


Z99773 


Caenorhabditis elegans cosmid H06A10, complete sequence 


0.7 


3208 


NC 001328 


Caenorhabditis elegans mitochondrion, complete genome 


0.025 


3209 


AY037251 


Arabidopsis thaliana AT4g30750/T10C2 1^100 mRNA, complete cds 


5.9 


3210 


Z12834 


L.esculentum gene for polyphenol oxidase 


0.75 


3211 


AL391057 


Human DNA sequence from clone RP11-533B2 on chromosome 10, 
complete sequence [Homo sapiens] 


0.07 


3212 


AF001454 


Helianthus annuus Dc3 promoter-binding factor-2 (DPBF-2) mRNA, 
complete cds 


0.21 


3213 


AF295925 


Streptococcus pneumoniae transposon Tn5252 Orf28, Orf27, Orf26, 
Orf25, Orf24, Orf23, Orf22, Orf21, and Oif20 genes, complete cds 


0.019 


32 14. 


AC024821 


Caenorhabditis elegans cosmid Y5 5B 1AR, complete sequence 


1.7 


3215 


AC018655 


Homo sapiens 12q BAC RP11-946G22 (Roswell Park Cancer Institute 
Human BAC Library) complete sequence 


0.0000001 


3216 


XM 043524 


Homo sapiens cadherin 17, LI cadherin (liver-intestine) (CDH17), 
mRNA 


2E-52 


3217 


XM 051566 


Homo sapiens phosphoinositide-3-kinase, catalytic, beta polypeptide 
(PK3CB), mRNA ; 


0.025 


3218 


X84742 


Mmusculus GPX3 gene 


0.079 


3219 


AL445527 


Human DNA sequence from clone RP1 1-1 15C2 on chromosome 1, 
complete sequence [Homo sapiens] 


5.4 


3220 


AF254792 


Danio rerio Period3 circadian clock protein (Per3) mRNA, complete 
cds 


3.8 


3221 


AE002225 


Chlamydophila pneumoniae AR39, section 53 of 94 of the complete 
genome 


0.12 
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XM 048692 


Homo sapiens similar to hypothetical protein (H. sapiens) 
(LOC92998), mRNA 


2E-15 


1001 


AF335456 


Clavulina cinerea 18S ribosomal RNA gene, partial sequence; internal 
transcribed spacer 1, 5.8S ribosomal RNA gene and internal 
transcribed spacer 2, complete sequence; and 28S ribosomal RNA 
gene, partial sequence 


0.037 


100A 
JZZ4 


AF335589 


Glycine max chitinase class I (Chial) and hypothetical protein genes, 
complete cds 


3.3 


100* 


AE005230 


Escherichia coli 0157:H7 EDL933 genome, contig 1 of 3, section 54 
of 155 


5.2 


JZZO 


AB010822 


Homo sapiens MASP gene for mannose binding protein-associated 
protease, exon 1 


7E-13 


JZZ/ 


XM 052139 


Homo sapiens interleukin 13 receptor, alpha 1 (IL13RA1), mRNA 


0.007 


lOOQ 
JZZo 


AF293654 


Toxoplasma gondii TgMICIO precursor (MIC10) mRNA, complete 
cds 


0.15 


3229 


AJ388514 


Canis familiaris mRNA for partial Ribosomal protein S14 


0.38 


JZJU 


U80814 


Caenorhabditis elegans cosmid B0547, complete sequence 


0.22 


3231 


NM 013890 


Mus musculus f-box and WD-40 domain protein 2 (Fbxw2), mRNA 


. 0.29 


3232 


AB042411 


Homo sapiens strg gene for striatum-specific G potein-coupled 
receptor, complete cds 


0.000009 




AF151527 


Hyphantria cunea seipin gene, complete cds 


0.001 




X78305 


M. musculus (SRP9) signal recognition particle subunit mRNA, 
1116bp 


0.047 




NMJU8830 


Mus musculus N-acylsphingosine amidohydrolase 2 (Asah2), mRNA 


0.18 


lOIH 


AF302060 


Apociyptophagus sp. MSPAR4 cytochrome oxidase I (COI) gene, 
partial cds; mitochondrial gene for mitochondrial product 


0.007 


JZJ / 


AB024025 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 
done:K16F13 


0.012 


1019 


U25810 


Bos taurus lysozyme (LZ) gene, complete cds 


0.004 


3239 


X95363 


Cannuum gamma thionin gene 


0.15 


lOACi 


AF286897 


Plasmodium berghei carbamoyl phosphate synthetase II gene, partial 
cds 


0.15 


3241 


AF290920 


Procambarus clarkii microsatellite PclG-03 sequence 


3.7 


3242 


AE006380 


Lactococcus lactis subsp. lactis IL1403 section 142 of 218 of the 
complete genome 


2.2 


3243 


U66913 | 


Dictyostelium discoideum ORF DG1040 gene, partial cds 


0.22 


3244 


Y00460 


Mouse genes for transfer RNA-Ala, tRNA-Ile, tRNA-Pro and tRNA- 
Lys 


0.026 


3245 


L08052 


Fruitfly myosin alkali light chain (Mlcl) gene 
"supercontractile/tubular muscle and indirect flight muscle isoforms'; 
complete cds's 


0.67 


3246 


AF076597 


Dictyostelium discoideum ubiquitin-conjugating enzyme protein UbcC 
(ubcC) mRNA, complete cds 


0.58 
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SEQID 

SSKJ 


ACCESSN 


DESCRIP 


P VALUE 


10 AH 


U67518 


Methanococcus jannascfaii section 60 of 150 of the complete genome 


0.003 




AF362370 


Dictyostelium discoideum histidine kinase DhkH (dhkH) gene, partial 
cds 


' 6 


3249 


AF146688 


Fugu rubripes sex comb on midleg-like 2 protein (SCML2) gene, 
complete cds 


0.026 


3250 


AK009952 


Mus musculus adult male tongue cDNA, RJDKEN full-length enriched 
library, clone:2310057C01, full insert sequence 


0.07 


jZjI 


AB005803 


Homo sapiens DNA for histidine-rich glycoprotein, complete cds 


0.078 \ 


10*0 


AY021484 


Oryza sativa microsatellite MRG3809 containing (TA)X27, closest to 
marker G227, genomic sequence 


2.2 


10*1 
DZ.JO 


AD000833 


Homo sapiens DNA from chromosome 19-cosmid f!9399 (-17 Id) 
EcoRI restriction fragment) 


0.024 


10* A- 


AB048982 


Macaca fascicularis brain cDNA, clone:QnpA-13067 


0.38 


3255 


AL023839 


Caenorhabditis elegans cosmid Y39A1C, complete sequence 


0.026 


10*£ 


NCJ)02052 


Tomato spotted wilt virus RNA-L, complete sequence 


0.22 


3257 


AK022137 


Homo sapiens cDNA FLJ12075 fls, clone HEMBB 1002425 


0.64 


10*& 


U44047 


Xenopus laevis MCM2 mRNA, complete cds 


0.24 


3259 


Z61385 


Hsapiens CpG island DNA genomic Msel fragment, clone 51d3, 
forward read cpg51d3.ftla 


5E-21 


3260 


AF163151 


Homo sapiens dentin sialophosphoprotein precursor (DSPP) gene, 
complete cds ' 


0.003 


3261 


LI 1194 


Montinia caryophyllacea ribulose 1,5-bisphosphate carboxylase large 
subunit (rbcL) gene, partial cds; chloroplast gene for chloroplast 
product 


6.4 


3262 


BC002928 


Homo sapiens, clone MGC: 11357 IMAGE: 3954507, mRNA, 
complete cds 


3E-46 


3263 


XM_002837 


Homo sapiens acid phosphatase, prostate (ACPP), mRNA 


2.3 




AF189787 


Hordeum vulgare putative c-myb-Iike transcription factor (MYB3R-1) 
gene, partial cds 


0.61 


3266 


AB048353 


Paramecium caudatum mRNA for hsp60, partial cds 


L8 


3267 


U75274 


Arabidopsis thaliana acyl-CoA binding protein (ACBP) gene, 
complete cds 


0.69 




AF034077 


Equus caballus alpha-l-antitrypsin (Spi2) gene, complete cds 


0.077 




AL031426 


Human DNA sequence from clone CTA-191D12 on chromosome 
22ql3. 1 Contains two exons of the APOL2 gene for apolipoprotein L 
2, ESTs and GSSs, complete sequence [Homo sapiens] 


0.000001 


JZ /u 


AJ007958 


Thiobacdlus sp. plasmid pT3.2I mcluding adh and rep A genes, partial 


0.001 


3271 


NM_025978 


Mus musculus RJDKEN cDNA 2700016E08 gene (27000 16E08Rik), 
mRNA 


1E-17 


3272 


XMJ)18403 


Homo sapiens similar to gene with multiple splice variants near HD 
locus on 4pl6.3 (H sapiens) (LOC91016), mRNA 


5.5 


3273 


AJ238613 


Gallus gallus mRNA for teneurin-1 


0.57 


3274 


XM 033841 


Homo sapiens FGFR1 oncogene partner (FOP), mRNA 


0.55 
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SEQID 
NO 
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DESCRIP 


P VALUE 


3275 


NM 014601 


Homo sapiens EH-domain containing 2 (EHD2), mRNA 


0.065 


3276 


AK021659 


Homo sapiens cDNA FLJ11597 fis, clone HEMBA1003856 


9E-13 


3277 


AB054644 


Sarcophaga peregrina gene for lectin, 5' upstream region and partial 
cds 


0.045 


3278 


AKO 10362 


Mus musculus ES cells cDNA, RKEN full-length enriched library, 
clone:24 10003 J06, full insert sequence 


5.5 


3279 


AF282974 


Plasmodium falciparum cysteine protease falcipain-3 gene, complete 
cds 


1.8 


3280 


U60135 


Arabidopsis thaliana serine/threonine protein phosphatase 2A-3 
catalytic subunit gene, complete cds 


0.024 


3281 


AF365086 


Martiodendron parviflorum tRNA-Leu (trnL) gene, partial intron 
sequence; chloroplast gene for chloroplast product 


6.5 


3282- 


AE002140 


Ureaplasma urealyticum section 41 of 59 of the complete genome 


0.22 


3283 


Z49124 


S.oleracea chloroplast secA mRNA 


0.074 ; 


3284 


AE002353 


Chlamydia muridarum, section 80 of 85 of the complete genome 


4.4 


3285 


XM 011989 


Homo sapiens ELKL motif kinase (EMK1), mRNA 


7E-54 | 


3286 


AJ252287 


Plasmodium falciparum partial msp3 gene for merozoite surface 
protein 3 


0.68 


3287 


AK018224 


Mus musculus adult male medulla oblongata cDNA, RIKEN full- 
length enriched library, clone:6330531I01, full insert sequence 


2 


3288 


X91123 


Homo sapiens partial SLC6A2 gene for norepinephrine transporter, 
exon5 


7.5 


3289 


AB045007 


Mus musculus GNB2 gene for guanine nucleotide binding protein 
beta2 subunit, complete cds 


0.67 


3290 


AY017272 


Peromyscus difficilis isolate TK32541 mys-9 retrotransposon and 
LTR, 5' sequence 


5.4 


3291 


AL590902 


S.pombe chromosome I cosmid pB8E5 


0.077 




XM 003311 


Homo sapiens surfactant protein A binding protein (SPAR), mRNA 


0.38 


3293 


AK027388 


Homo sapiens cDNA FLJ14482 fis, clone MAMMA1002362 


0.007 


3294 


AB043885 


Homo sapiens BHLHB2 gene for bHLH transcriptional factor DEC1, 
complete cds 


0.068 


3295 


XM 028213 


Homo sapiens up-regulated by BCG-CWS (LOC64116), mRNA 


0.073 


3296 


XM 039789 


Homo sapiens solute carrier family 2 (facilitated glucose transporter), 
member 2 (SLC2A2), mRNA 


9.2 


3297 


AK021841 


Homo sapiens cDNA FLJ11779 fis, clone HEMBA1005921 


0.65 


3298 


M11815 


Plasmid pGKLl from killer yeast (JLlactis), complete 


0.008 


3299 


AF166527 


Zea mays flowering-time protein isoforms alpha and beta (ZmLD) 
gene, alternatively spliced products, complete cds \ 


0.074 


3300 


XM 040556 


Homo sapiens similar to hypothetical protein FLJ20127 (H. sapiens) 
(LOC91775), mRNA 


0.22 


3301 


AB001569 


Carrot DNA for transposon Tdcl 


0.17 


3302 


AF326737 


Mus musculus sclerostin gene, complete cds 


4.7 


3303 


AF272001 


Ebola virus subtype Zaire strain Mayinga complete genome 


1.9 
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NO 


ACCESSN 


DESCRIP 


P VALUE 


3304 


XM_034863 


Homo sapiens similar to hypothetical protein FLJ22294 (H. sapiens) 
(LOC909I8), mRNA 


0.2 


3305 


AC006654 


Caenorhabditis elegans cosmid H09I01, complete sequence 


0.023 


3306 


AK008812 


Mus musculus adult male stomach cDNA, RIKEN full-length 
enriched library, clone:2210403E17, full insert sequence 


6.1 


3307 


AF151387 


Lucilia eximia tRNA-Ile gene, partial sequence; D-loop, complete 
sequence; and 12S ribosomal RNA, partial sequence; mitochondrial 
genes for mitochondrial products 


0.077 


3308 


S53497 


immunoglobulin epsilon chain constant region=secreted form {3' 
region} [human, B cell myeloma U-266, Genomic, 3198 nt] 


5.5 




XM 010126 


Homo sapiens stromal antigen 2 (STAG2), mRNA 


e-115 


3310 


D10500 


Homo sapiens MAT gene for mitochondrial acetoacetyl-CoA thiolase, 
exon 1 


1.9 


771 1 


AF293900 


Paraflabellula reniformis small subunft ribosomal RNA gene, 
complete sequence 


0.092 


3312 


NC 001530 


Human papillomavirus type 47, complete genome 


0.67 


7717 


Z85396 


HLsapiens Ig lambda light chain variable region gene (34-34SWEF32) 
rearranged; Ig-Light-Lambda; VLambda 


0.71 


3314 


NC_001566 


Apis mellifera ligustica mitochondrion, complete genome 


0.015 


771 < 


AF103869 


Plasmodium yoelii blood-stage membrane protein Ag-1 mRNA, i 
complete cds 


1.5 


3316 


XMJ)07957 


Homo sapiens hypothetical protein (LOC57019), mRNA | 


3E-27 


3317 


XM 012723 


Homo sapiens chromosome 18 open reading frame 1 (C18orfl), 
mRNA 


2.7 


771 R 


XM_046956 


Homo sapiens Kallmann syndrome 1 sequence (KALI), mRNA 


4.5 


7710 


AE000614 


Helicobacter pylori 26695 section 92 of 134 of the complete genome 


0.068 




NMJH7932 


Homo sapiens hypothetical protein FLJ20700 (FLJ20700), mRNA 


1.7 


7771 


AK017541 


Mus musculus 8 days embryo cDNA, RIKEN full-length enriched 
library, clone:5730410F24, full insert sequence 


4.8 


3322 


AK016519 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4932411G06, full insert sequence 


1.9 


7707 


U38184 


Trypanosoma cruzi kinetoplast minicircle ATPase subunit 6 mRNA, 
complete cds 


0.0003 


770A 


Z54181 


M.catarrhalis bla gene for BRO-2 


0.069 


770* 


U43961 


Oryza sativa 3 -hydroxy-3 -methylglutaryl-Co A reductase gene, 
promoter region and complete cds 


0.17 


3326 


AK025166 


Homo sapiens cDNA: FU21513 fis, clone COL05778 


0.23 


3327 


AF158727 


Homo sapiens truncated properdin (PFC) gene, exons 1 and 2 


0.73 


3328 


AL1 16536 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


0.57 


3329 


NC 001712 


Locusta migratoria mitochondrion, complete genome 


0.061 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


3330 


AY028779 


Staphylococcus epidermidis plasmid pST6 beta-lactamase repressor 
Blal (blal) gene, partial cds; resolvase/integrase BinR (binR), 
recombinase Sin (sin), repressor QacR (qacR), and transport protein 
QacB (qacB) genes, complete cds; and unknown gene 


0.23 ! 




AF346992 


Homo sapiens mitochondrion, complete genome 


1.7 


3332 


NM 031389 


Mus museums ribonuclease/angiogenin inhibitor 2 (Rnh2), mRNA 


1.9 




AC079918 


Homo sapiens BAC clone RP11-114K13 from 7, complete sequence 


0.0002 




AF298207 


Dictyostelium discoideum transposon thug-S, complete sequence 


0.15 | 


3336 


L36903 


Saccharomyces cerevisiae mitochondrion 21S ribosomal RNA (21S 
rRNA) gene, 21S R2 ribosomal RNA (21S R2 rRNA) gene, and ORF 
RI 


0.024 


3337 


AF239663 


Prunus persica ACC synthase gene, partial cds 


0.066 


3338 


AJ223690 


H.sapiens D2-l-K2G7np gene for immunoglobulin kappa chain 
variable region 


0.026 


3339 


AC084157 


Caenorhabditis elegans cosmid Y46E12BR, complete sequence 


4.4 


3340 


M58606 


B.subtilis threonine deaminase (ILVA) gene, complete cds 


0.62 


3341 


NC 001648 


Cassava vein mosaic virus, complete genome 


0.008 : 


3342 


U09277 


Caenorhabditis elegans Bristol N2 synaptic vesicle acetylcholine 
transporter (unc-17) gene, complete cds 


0.024 


n ai 

3343 


U52821 


Mus musculus prion (PrP) gene, exons 1 and 2 


1.9 


n a a 

3344 


AK014936 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4921521D15, foil insert sequence 


2 


3345 


AE007447 


Streptococcus pneumoniae section 130 of 194 of the complete genome 


5 ' 


3346 


AK005820 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone: 1 7000 10F03, full insert sequence 


0.18 


11 A^ 

3347 


AB011681 


Danio rerio mRNA for ZOR-2, complete cds 


1.9 


11 AO 

3348 


AB030616 


Mus musculus Chetk-alpha gene for choline/ethanolamine kinase- 
alpha, exon 1 and ^-flanking region 


2E-10 


11 ACS 

3349 


AF269359 


Staphylococcus epidermidis strain SRI clone step.l002el2 genomic 
sequence 


0.53 


3350 


AF063004 


Trypanosoma rotatorium trans-spliced leader gene, partial sequence 


1.9 


3351 


AE001411 


Plasmodium falciparum chromosome 2, section 48 of 73 of the 
complete sequence 


0.008 


3352 


AF240496 


Mus musculus clone 148d4 Naip5 gene, partial sequence 


0.56 


3353 


AM 004722 


Homo sapiens hypothetical protein FLB6421 (FLB6421), mRNA 


2.2 


3354 


AF100324 


Mycoplasma fermentans DNA polymerase in subunit (dnaH), YabC 
protein (yabC), ori550, lipoprotein MALP-404 precursor (malP), 
insertion sequence IS1630 transposase (tnpA) genes, complete cds; 
P78 ATP -binding cassette transport operon, complete sequence;> 


2.1 


3355 


NM 019684 


Mus musculus serine/threonine kinase 23 (Stk23), mRNA 


0.23 
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SEQID 
NO 


ACCESSN 


DESCRJP 


P VALUE 


3356 


AB004856 


Buchnera aphidicola mRNA for homoserine kinase, partial cds 


1.9 


3357 


AF328428 


Homo sapiens clone lptel_2109Bf&Br sequence 


2E-11 


3358 


XMJ)41166 


Homo sapiens hypothetical gene supported by AF308287; BC009516 
(LOC91860), mRNA 


0.024 


3359 


AE006429 


Lactocoocus lactis subsp. lactis IL1403 section 191 of 218 of the 
complete genome 


0.24 


3360 


U95455 


HTV-1 clone 8 isolate BV from Milan, envelope glycoprotein, V1-V5 
region (env) gene, partial cds 


0.026 


3361 


XM 001775 


Homo sapiens PEF protein with a long N^erminal hydrophobic 
domain (peflin) (PEF), mRNA 


0.45 


3362 


AF10O67O 


Caenorhabditis elegans cosmid M4 


0.072 i 


3363 


AB036737 


Homo sapiens mRNA for RERE, complete cds 


0.21 


3364* 


AE001030 


Archaeoglobus fulgidus section 77 of 172 of the complete genome 


1.5 


3365 


XM 046602 


Homo sapiens hypothetical gene supported by AK027658 
(LOC92679), mRNA 


2 


3366 


XMJJ05889 


Homo sapiens kinesin-like 1 (KNSL1), mRNA 


0.21 


3367 


AF275345 


Lycopersicon esculentum MADS-box transcription factor jointless 
gene, complete cds 


1.2 


3368 


NC 000857 


Ceratitis capitata complete mitochondrial genome 


0.022 


3369 


AC002048 


Human PCR Fragment of Cosmid gl346a274 from 7q31.3, complete 
sequence [Homo sapiens] 


1E-16 


3371 


AB016611 


Enterobacter cloacae ampC gene, complete cds 


0.62 


3372 


NM 026040 


Mus musculus RIKEN cDNA 2810036K01 gene (2810036K01Rik), 
mRNA 


e-138 


3373 


AJ252860 


Human immunodeficiency virus type 1, partial proviral POL gene, rt 
region, isolate CL 


0.25 


3374 


XMJH3434 


Homo sapiens villin-like (VILL), mRNA 


1.8 


3375 


AE002776 


Drosophila melanogaster genomic scaffold 142000013385952, 
complete sequence 


0.19 


3376 


XM 030198 


Homo sapiens tumor necrosis factor receptor superramily, member 8 
(TNFRSF8), mRNA 


0.76 ! 


3377 


X65450 


C.canis mRNA for chloride channel 


6.3 


3378 


NM 032248 


Homo sapiens hypothetical protein DKFZp434F1719 
(DKFZp434F1719), mRNA 


1E-47 


3379 


L47121 


Carnobacterium piscicola transposase, bacteriocin, histidine protein 
kinase, ATP dependent transloactor, accessory protein, and 
carnobacteriocin B2 genes, complete cds 


0.18 


3380 


L26287 


Schistosoma mansoni SMDR2 gene, complete cds 


0.66 


3381 


AF125130 


Nemadactylus macropterus clone 15.1 microsatellite sequence 


0.072 


3383 


AB040099 


Oryzias latipes olgc4 gene for membrane guanylyl cyclase 01GC4, 5' 
flanking sequence and partial cds 


0.22 


3384 


AF375398 


Arabidopsis thaliana Atlg51660/F19C24_26 gene, complete cds 


6 


3385 


AF391256 


HTV-1 clone TV004G24 from South Africa gag protein (gag) gene, 
complete cds 


0.23 


3386 


X91865 


A.thaliana asp5 gene 


2.1 | 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


3387 


XM 047084 


Homo sapiens human immunodeficiency virus type I enhancer- 
binding protein 2 (HIVEP2), mRNA 


0.21 


3388 


AF1 15469 


Arabidopsis thaliana cultivar Landsberg erecta Arac2 (Arac2) gene, 
complete cds 


2.3 


3389 


Z48051 


H.sapiens gene for myelin oligodendrocyte glycoprotein (MOG) 


0.008 


3390 


U49259 


Arabidopsis thaliana isopentenyl diphosphate 'di met hyla f lyi 
diphosphate isomerase (IPP2) mRNA, complete cds 


2.2 


3391 


AF032124 


Homo sapiens RET proto-oncogene (RET) gene, 5* flanking region 
and partial cds 


0.079 


3392 


AE001420 


Plasmodium falciparum chromosome 2, section 57 of 73 of the 
complete sequence 


0.067 


3393 


XM 005555 


Homo sapiens UDP-glucose ceramide glucosyltransferase (UGCG), 
mRNA 


0.076 


3394 


Z81014 


Human DNA sequence from cosmid U65A4, between markers 
DXS366 and DXS87 on chromosome X * 


2.1 


3395 


XM 002056 


Homo sapiens hypothetical protein FUl 1006 (FLJ1 1006), mRNA 


0.26 


3396 


AF339787 


Homo sapiens clone IMAGE:205688, mRNA sequence 


2 j 


3397 


AP000145 


Homo sapiens genomic DNA, chromosome 21q21.2, LL56-APP 
region, clone B2291C14-R44F3, segment 10/10, complete sequence 


0.026 


3398 


AF261936 


Homo sapiens clone 1 lptel c3t7 sequence 


0 00002 


3399 


AF193615 


Homo sapiens G-protein-coupled inward rectifying K+ channel 
KCNJ9 (KCNJ9) gene, complete cds 


0.009 


3400 


AK009952 


Mus mus cuius adult male toneue cDNA. RIKEN fiill-leneth enriched 
library, clone:2310057C01, full insert sequence 


0.079 


3401 


AF091779 


Oncorhynchus mykiss non-classical MHC class I antigen (Onray- 
UAA) gene, Onmy-UAA*0101 allele, complete cds 


2.3 


3402 


AB001735 


Mus musculus DNA for ADAMTS-1, complete cds 


2.3 


3403 


AK000589 


Homo sapiens cDNA FLJ20582 fis, clone KAT12156 


1E-13 


3404 


U55243 


Dictyostelium discoideum glyceraldehyde-3 -phosphate dehydrogenase 
(GAPDH) gene, partial cds 


0.24 


3405 


AF1 10612 


RfMMihiliis mictmnlus cvtochmmp \\ nnnpiiTvmp ( C\riSr\\ itatip narHnl 

cds; tRNA-Ser, tRNA-Leu, tRNA-Cys, and tRNA-Met genes, 
comolete secmence* and NADH dehydrogenase <nihimit 2 fND2^ sene 
partial cds, mitochondrial genes for mitochondrial products 


0.077 


3406 


AF060542 


Haemophilus influenzae biogroup aegyptius HaelV 
restriction/modification system (HaelVRM) gene, complete cds 


0.75 


3407 


AF303391 


Homo sapiens meiotic recombination 11 (MRE11A) gene, exon 16 


1.7 


3408 


AF269359 


Staphylococcus epidermidis strain SRI clone step.l002el2 genomic 
sequence 


0.22 


3409 


AF327975 


Hentzia palmarum 16S ribosomal RNA, partial sequence; 
mitochondrial gene for mitochondrial product 


0.57 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


3410 


XM 047898 


Homo sapiens variable charge protein on X with eight repeats (VCX- 
8r), mRNA 


5.9 


3411 


XM 047003 


Homo sapiens TATA box binding protein (TBP)-associated factor, 
RNA polymerase n, B, 150kD (TAF2B), mRNA 


0.7 


3412 


D86566 


Human DNA for NOTCH4, partial cds 


0.025 | 


3413 


AF360301 


Arabidopsis thaliana unknown protein (T8B10_70/AT3g60410) 
mRNA, complete cds 


0.64 


3414 


AJ404228 


Saccharomyces douglasii mitochondrial tRNA gene cluster 


0.002 


3415 


XM.037369 


Homo sapiens hypothetical protein FU20693 (HJ20693), mRNA 


9E-14 


3416 


AE005230 


Escherichia coli 0157:H7 EDL933 genome, contig 1 of 3, section 54 
of 155 


6.2 


3417 


AL121778 


Human DNA sequence from clone RP5-839B11 on chromosome 20. 
Contains the first coding exon of the gene for a novel protein with a 
Kunitz/Bovine pancreatic trypsin inhibitor domain and WAP-type 
(Whey Acidic Protein) Tour-disulfide core' domains and an e> 


0.08 


3418 


AY020760 


Oryza sativa microsatellite MRG3085 containing (TA)X13, closest to 
marker R2976, genomic sequence 


6.8 


3419 


AL122122 


Homo sapiens mRNA; cDNA DKFZp434L098 (from clone 
DKFZp434L098) 


1.8 


3420 


AF250346 


Xenopns laevis early growth response protein 1 (egrl) gene, partial 
cds 


0.077 


3421 


XM 044852 


Homo sapiens KIAA1572 protein (KIAA1572), mRNA 


0.7 


3422 


XM_049057 


Homo sapiens G protein-coupled receptor 49 (GPR49), mRNA 


7 


3423 


AJ223690 


Rsapiens D2-l-K2G7np gene for immunoglobulin kappa chain 
variable region 


0.028 


3424 


AJ314752 


Anas platyrhynchos mlgM gene (partial), mlgA gene (partial) and 
IgA gene (partial), clone 13.1 


0.072 


3425 


U51739 


Ipomoea trifida secreted glycoprotein 2 (ISG2) mRNA, complete cds 


0.64 


3426 


S66752 


coagulation factor DC {3* region} [human, Genomic Mutant, 3130 nt] 


0.026 


3427 


AE001122 


Borrelia burgdorferi (section 8 of 70) of the complete genome 


0.72 


3428 


AJ233850 


Rattus norvegicus microsatellite sequence clone 27E9 


2.1 


3429 


L35664 


Homo sapiens (subclone H8 8_f5 from PI 35 H5 C8) DNA sequence 


0.079 


3430 


U97029 


Callithrix geoffroyi epsilon-globin gene, partial cds 


2.1 


3431 


Z82181 


Human DNA sequence from clone LL22NC01-86D10 on chromosome 
22 Contains part of the SYN3 gene for synapsin HI and ESTs, 
complete sequence [Homo sapiens] 


0.71 


3432 


AB066544 


Macaca fascicularis brain cDNA clonerQtrA- 10780, full insert 
sequence 


0.62 


3433 


L77039 


Homo sapiens (subclone 2_e8 from PI H22) DNA sequence 


0.0000002 


3434 


AL590650 


Human DNA sequence from clone RP1 1-334F20 on chromosome 6, 
complete sequence [Homo sapiens] 


1.9 
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SEQID 
NO 
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P VALUE 


3435 


U93519 


Kladothrips rugosus cytochrome oxidase subunit I (COI) gene, 
mitochondrial gene encoding mitochondrial protein, partial cds 


0.77 


3437 


U23451 


Caenorhabditis elegans cosmid ZK75 


0.48 


3438 


BC003415 


Homo sapiens, clone IMAGE:3451161, mRNA 


0.41 


3439 


AK024526 


Homo sapiens cDNA: FLJ20873 fis, clone ADKA02669 


3.3 


3440 


AE002548 


Neisseria meningitidis serogroup B strain MC58 section 190 of 206 of 
the complete genome 


0.6 


3441 


AF1 16832 


Anopheles minimus strain PT1 cytochrome oxidase subunit I (COI) 
gene, partial cds; mitochondrial gene for mitochondrial product 


1.5 


3442 


AB055323 


Macaca fascicularis brain cDNA, clone:QflA-10308 


1.6 


3443 


AKO 14667 


Mus musculus 0 day neonate head cDNA, RIKEN full-length enriched 
library, clone:4833408P15, full insert sequence 


7E-25 


3444" 


U80753 


Homo sapiens CAGL79 mRNA, partial cds 


0.048 


3445 


AJ275304 


Cicer arietinum mRNA for putative AB A-responsive protein 


1.4 


3446 


AF336131 


Lumpy skin disease virus strain Neethling, 3' partial sequence 


0.3 


3447 


U11476 


HIV-1 isolate LBLA010 from Liberty City, Florida, envelope 
glycoprotein (env) gene, partial cds 


1.6 


3448 


XM 045582 


Homo saoiens hypothetical eene sunnorted bv AL 13 7476 
(LOC92530), mRNA 


6E-13 


3449 


AF030199 


Mus musculus type 1 sigma receptor gene, complete cds 


0.63 


3450 


AF345926 


Myzopoda aurita 12S ribosomal RNA gene, complete sequence; tRNA- 
Val fzene comnlete seauence' and 16S ribosomal RNA eene comnlete 
sequence; mitochondrial genes for mitochondrial products 


0.13 


3451 


NM 008715 


Mus musculus Notch2-like (Notch21), mRNA 


0.17 


3452 


AF067794 


Nicotiana tabacum meristem-specific promoter sequence 


0.1 


3453 


AJ287175 


Mucor indicus partial act-1 gene for actin 


2 


3454 


U89439 


Bos taurus ubiqui tin-like protein mRNA, complete cds. 


0.000003 


3455 


AF250346 


XenoDiis laevis earlv growth resnonse nrotein 1 (esrl) tzene. partial 
cds 


0.072 


3456 


Z73587 


S.cerevisiae chromosome XVI reading frame ORF YPL231w 


0.19 


3457 


AB055310 


Macaca fascicularis brain cDNA, clone:QflA-14233 


0.21 


3458 


Y16090 


Daucus carota Susy*Dcl gene 


0.13 


3459 


AE003868 


Xylella fastidiosa 9a5c, section 14 of 229 of the complete genome 


0.16 


3460 


AF281912 


Homo sapiens clone 16qtel_c89bt7 sequence 


5E-36 


3461 


AF126541 


Ateline herpesvirus 3 H-DNA terminal repeat unit, complete sequence 


0.023 


3462 


AK011178 


Mus musculus 10 days embryo cDNA, RIKEN full-length enriched 
library, clone:2600010E01, full insert sequence 


1.5 


3463 


AF370226 


Arabidopsis thaliana unknown protein (FIB 16. 11) mRNA, complete 
cds 


0.4 


3464 


X94768 


ttsapiens RP3 gene (XLRP gene 3) 


0.21 j 


3465 


AB029068 


Mus musculus gene for Ser/Thr kinase KKIAMRE, exon 1, 2, 3, 4, 5 


0.57 
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uUDV< JUL* 

NO 


ACCESSN 


DESCREP 


P VALUE 


3466 


X84742 


Mmusculus GPX3 gene 


0.038 




BC010011 


Homo sapiens, Similar to RIKEN cDNA 4931428D14 gene, clone 
MGC: 15407 IMAGE: 43096 13, mRNA, complete cds 


0.22 


J4oo 


AF288536 


Legionella longbeachae spectinomycin 3' adenylyltransferase (aadA), 
possible transcriptional regulatory protein (lrpR), and possible sensor 
kinase protein (lskS) genes, complete cds; and unknown genes 


1 




AF288536 


Legionella longbeachae spectinomycin 3* adenylyltransferase (aadA), 
possible transcriptional regulatory protein (lrpR), and possible sensor 
kinase protein (lskS) genes, complete cds; and unknown genes 


1.8 


oily) 


AB01315O 


Papilio machaon mitochondrial ND5 gene for NADH dehydrogenase 
subunit 5, partial cds 


5.9 


J** 1 1 


XM 028011 


Homo sapiens CGI-145 protein (LOC51028), mRNA 


0.63 


3472 


XM 052069 


Homo sapiens actin related protein (MGC15664), mRNA 


5.7 


3473 


AL449163 


Human DNA sequence from clone RP1 1-533E16 on chromosome 6, 
complete sequence [Homo sapiens] 


0.00001 




X96685 


B.burgdorferi cell division genes 


L9 




AF179589 


Rana tigrina rugulosa glucagon receptor (GluR) mRNA, complete cds 


0.19 


3476 


AJ297549 


Homo sapiens partial PIK3CB gene for phosphatidyiinositol 3-kinase 
catalytic subunit pi lObeta, exons 1-2 and joined CDS 


0.87 


J4/ / 


XM 032707 


Homo sapiens KIAA0630 protein (KIAA0630), mRNA 


0.2 


3478 


U25032 


Caenorhabditis elegans par-3 mRNA, complete cds 


1.3 j 




U89283 


Biomphalaria glabrata myoglobin gene, complete cds 


3.2 


J4oU 


AY029303 


Strongylocentrotus purpuratus ADAM precursor, mRNA, complete 
cds 


5.6 


3481 


AB043223 


Mus musculus V186.2 gene for immunoglobulin heavy chain, 
clone:LlG6001 


7.5 


3482 


AF304130 


Danio rerio transmembrane receptor Roundaboutl (robol) mRNA, I 
complete cds 


1.8 


3483 


AF386077 


Homo sapiens interleukin 17B (IL17B) gene, complete cds 


0.65 j 


3484 


U39889 


Bos taurus Y-chromosome specific genomic sequence 


0.65 


3485 


XM 032347 


Homo sapiens region containing TLS -associated serine-arginine 
protein 1; TLS-associated serine-arginine protein 2; TLS-associated 
serine-arginine protein 2; TLS-associated serine-arginine protein 2; 
TLS-associated serine-arginine protein 1; TLS-associa> 


0 


J4oO 


. AF120475 


Mus musculus myelin-associated oligodendrocyte basic proteins 
MOBP170 and MOBP69 (Mobp) gene, exons 3 through 5 and 
complete cds, alternatively spliced 


0.0008 


3487 


U81676 


Unidentified eubacterium clone vadinBC27 16S ribosomal RNA gene, 
partial sequence 


0.31 


3488 


AL596023 


Human DNA sequence from clone RP1 1-142 J18 on chromosome X, 
complete sequence [Homo sapiens] 


0.016 


3489 


U67210 


Human clone HS2.16 Alu-Ya5 sequence 


0.056 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


3490 


XM 007196 


Homo sapiens similar to ret finger protein 2; candidate tumor 
suppressor involved in B-CLL (EL sapiens) (LOC93519), mRNA 


0.0000008 


3491 


AL049568 


Human DNA sequence from clone SC22CB-23F1 on chromosome 
22ql3.3 1-13.33 Contains a GSS, complete sequence [Homo sapiens] 


0.074 


3492 


X94755 


A.thaliana mRNA for SNFl-related ser/thr protein kinase (1852 bp) 


0.15 


3493 


AL392109 


Human DNA sequence from clone RP13-459H7 on chromosome 10, 
complete sequence [Homo sapiens] 


1.8 


3494 


S53497 


immunoglobulin epsilon chain constant region=secreted form {3' 
region} [human, B cell myeloma U-266, Genomic, 3198 nt] 


3.2 


3495 


X16027 


ILnorvegicus gene encoding alkaline phosphatase, exon 2 


0.0009 


3496 


AF213918 


Buchnera aphidicola plasmid pTrpEG isolate Mor26ps anthranilate 
synthase component I (trpE) pseudogene, partial sequence 


0.004 


3497 


AE006491 


Streptococcus pyogenes Ml GAS strain SF370, section 20 of 167 of 
the complete genome 


0.33 


3498 


Z73587 


S.cerevisiae chromosome XVI reading frame ORF YPL23 lw 


0.089 


3499 


AK023040 


Homo sapiens cDNA FLJ12978 fis, clone NT2RP2006321 


2E-62 


3500 


AF062039 


Homo sapiens integrin alpha-2 subunit (TTGA2) gene, ITGA2-1 
allele, partial cds 


0.65 


3501 


Z77974 


rLsapiens flow-sorted chromosome 6 Hindm fragment, SC6pA5D12 


0.036 


3502 


M13934 


Human ribosomal protein S14 gene, complete cds 


0.54 


3503 


NM 023220 


Mus musculus RIKEN cDNA 2010106G01 gene (2010106G01Rik), 
mRNA 


1.1 


3504 


AF140513 


Homo sapiens clone 254LL2 genomic sequence 


0.0004 


3505 


AL359558 


Homo sapiens mRNA; cDNADKFZp76201615 (from clone 
DKFZp76201615) 


0.019 


3506 


XM 048768 


Homo sapiens tetratricopeptide repeat domain 3 (TTC3), mRNA 


0.00009 


3507 


AF074994 


Homo sapiens full length insert cDNA YH91C06 


0.65 


3508 


NCJ)01338 


Sulfolobus virus 1, complete genome 


0.008 


3509 


U67502 


Methanococcus jannaschii section 44 of 150 of the complete genome 


0.21 


3510 


AY035821 


Schizosaccharomyces pombe Byrl-binding protein Bobl (bobl) gene, 
complete cds 


0.19 


3511 


AF275842 


Plasmodium falciparum clone b.2 PfEMPl (var) mRNA, partial cds 


2 


3512 


AJ294714 


Pichia anomala leu2 gene for beta-isopropylmalate dehydrogenase 


0.19 


3513 


AL391240 


Human DNA sequence from clone RP3-397P18 on chromosome 6, 
complete sequence [Homo sapiens] 


3.4 


3514 


AE002304 


Chlamydia muridarum, section 35 of 85 of the complete genome 


1.8 


3515 


AF083830 


Homo sapiens dibydropyridine receptor alpha 2 subunit 
(CACNA2D1) gene, exon 14 


0.2 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) j 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


3516 


AE005222 


Escherichia coli 0157:H7 EDL933 genome, contig 1 of 3, section 46 
of 155 


1.7 


3517 


U04208 


Escherichia coli 9142-88 cytolethal distending toxin (cdtA, cdtB, and 
cdtQ genes, complete cds 


0.008 


3518 


Y07738 


Mmusculus gene for vimentin 


0.65 


3519 


AF304O91 


Sotalia fluviatilis alpla lactalbumin gene, partial cds 


2 


3520 


AF270356 


Staphylococcus epidermidis strain SRI clone step.4025c09 genomic 
sequence 


0.52 


3521 


AF017516 


Bombus pascuorum cytochrome b (cytb) gene, mitochondrial gene 
encoding mitochondrial protein, partial cds 


1.8 


3523 


AF098919 


Gallus gallus alpha-globin gene domain 5* region 


2 


3524 


XMJM7517 


Homo sapiens Kruppel-like factor 4 (gut) (KLF4), mRNA 


1E-39 


3525 


NCJ)01626 


Petromyzon marinus mitochondrion, complete genome 


0.021 


3526 


AF246647 


Bemisia tabaci biotype Q 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


1.9 


3527 


AL391240 


Human DNA sequence from clone EP3-397P18 on chromosome 6, 
complete sequence [Homo sapiens] 


3.1 


3528 


M32779 


AcNPV with an S.frugiperda insertion element IFP2.2 


1.9 


3529 


L44121 


Homo sapiens (clone pHK2.1D) CMT1A gene, repeat unit 


6E-44 


3530 


U52350 


Arabidopsis thaliana GTP-binding protein (ARAC5) mRNA, j 
complete cds 


0.007 


3531 


X80908 


L.esculentum gene for fruit ripening polygalacturonase 


0.65 


3532 


AF267203 


Candidatus Carsonella ruddii natural-host Blastopsylla occidentalis 
ATP synthase alpha subunit (atp A) gene, partial cds; ATP synthase 
gamma subunit (atpG) gene, complete cds; and ATP synthase beta 
subunit (atpD) gene, partial cds 


0.22 


3533 


AE001379 


Plasmodium falciparum chromosome 2, section 16 of 73 of the 
complete sequence 


0.25 


3534 


XMJ)34129 


Homo sapiens hypothetical protein DKFZp761J1523 
(DKFZp761J1523), mRNA 


6 


3535 


AE002304 


Chlamydia muridarum, section 35 of 85 of the complete genome 


1.8 


3536 


AK024082 


Homo sapiens cDNA FU14020 fis, clone HEMBA1002508 


1.7 


3537 


U67547 


Methanococcus jannaschii section 89 of 150 of the complete genome 


0.22 


3538 


AF215629 


Crypteronia paniculata chloroplast rpll6 gene, intron sequence 


0.024 | 


3539 


X03853 


Pea chloroplast gene for ribulose 1,5-bisphosphate carboxylase (rbcl) 


0.008 


3540 


X85055 


B.taums cosmid-derived microsatellite DNA (clone IDVGA-40) 


0.0009 


3541 


AK005508 


Mus musculus adult female placenta cDNA, RIKEN full-length 
enriched library, clone:1600021C16, full insert sequence 


0.63 


3542 


Y16262 


Daucus carota mRNA for neutral invertase 


0.21 


3543 


AL5 13491 


Human DNA sequence from clone RP1 1-79 A21 on chromosome X, 
complete sequence [Homo sapiens] 


0.56 


3544 


XM 036298 


Homo sapiens hypothetical gene supported by AL442095 
(LOC91124), mRNA 


0.02 


3545 


XM 049045 


Homo sapiens KIAA0118 protein (KIAA01 18), mRNA 


0.46 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


3546 


AY020760 


Oryza sativa microsatellite MRG3085 containing (TA)X13, closest to 
marker R2976, genomic sequence 


5.4 


3547 


AF198037 


Mycoplasma pulmonis LipB (lipB) gene, complete cds; and VsaG 
(vsaG) and VsaE (vsaE) genes, partial cds 


0.008 


3548 


X62658 


E.faecalis plasmid pADl seal gene and orfy 


1.7 


3549 


AF083468 


Emericella nidulans putative zinc ringer protein (flbC) gene, complete 
cds 


0.18 


3550 


AF315801 


Homo sapiens chromosome Y AHCP pseudogene, complete sequence 


1.9 


3551 


AC007042 


Homo sapiens clone RP11-399H17, complete sequence 


6 


3552 


AF198037 


Mycoplasma pulmonis LipB (lipB) gene, complete cds; and VsaG 
(vsaG) and VsaE (vsaE) genes, partial cds 


0.008 


3553 


AK025090 


Homo sapiens cDNA: FLJ21437 fis, clone COL04285 


0 1 


3554 


X76027 


BLlactis APA2 gene for tetraphosphatase, QCR7 gene, bcl complex 
subunit VII 


0.4 


3555 


Z78713 


Ksapiens flow-sorted chromosome 6 HindHT fragment, SC6pA15Al 1 


0.61 


3556 


U50357 


Streptococcus zooepidemicus zoocin A immunity factor (zif) and 
zoocin A endopeptidase (zooA) genes, complete cds 


0.13 


3557 


U93721 


Homo sapiens green cone photoreceptor pigment gene, 5' flanking 
region 


1.4 


3558 


AJ291489 


Paracentrorus lividus mRNA for fibrosurfin (surfin2656 gene) 


3.7 


3559 


M13820 


Plasmid ColIb-p9 colicin lb structural and immunity genes, complete 
cds 


0.2 


3560 


Z54147 


Human DNA sequence from cosmid L129H7, Huntington's Disease 
Region, chromosome 4pl6.3 contains CpG island 


2 


3561 


ADO 16 16 


Homo sapiens DNC gene for deoxynucleotide carrier, exons 1-9 


0.17 


3562 


U29403 


Human immunodeficiency virus type 1 defective gag gene, clone 3-13, 
truncated cds 


0.63 


3563 


AF090118 


Plasmodium falciparum heat shock protein hspl04 (hspl04) gene, 
partial cds 


0.21 


3564 


Z22707 


S.scrofa spl IFN gene 


0.57 


3565 


AF090889 


Homo sapiens clone HQ0092 


0.62 


3566 


XM 050705 


Homo sapiens GalNAc-4-sulfotransferase 2 (GALNAC4ST-2), mRNA 


0.15 


3567 


XM_016611 


Homo sapiens similar to 8-oxoguanine DNA glycosylase (H. sapiens) 
(LOC93577), mRNA 


0.052 


3568 


Z35914 


S.cerevisiae chromosome II reading frame ORF YBR045c 


0.59 


3569 


S69278 


CYPlA2=3-methyicholanthrene responsive gene [Oncorhynchus 
mykiss=rainbow trout, liver, Genomic, 5023 nt] 


1.5 


3570 


X56832 


H.sapiens EN03 gene for muscle specific enolase 


0.21 


3571 


XM^O 11264 


Homo sapiens KIAA0372 gene product (KIAA0372), mRNA 


o 1 


3572 


NM 022628 


Rattus norvegicus nephrin (Nphsl), mRNA 


0.017 


3573 


AJ299718 


Homo sapiens partial MASP2 gene, intron 7 


6E-33 


3574 


Z69651 


Human DNA sequence from cosmid L75B9, Huntington's Disease 
Region, chromosome 4pl6.3 


0.022 
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SEQED 
NO 


ACCESSN 


DESCRIP 


P VALUE 


3575 


AF327739 


Streptococcus thermophilic Pebl (pebl), GlnQ (glnQ), response 
regulator Rrl (rrl), Hpk2 (hpk2), YycJ-like protein (yycJ), and MurM 
(murM) genes, complete cds 


0.59 


3576 


AC001656 


Drosophila melanogaster (PI DS00397 (D18)) DNA sequence, 
complete sequence 


0.068 


3577 


AF262620 


Periplaneta americana 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.2 


3578 


L08425 


Zea mays auxin-binding protein (abpl) gene, exons 1-5 and complete 
cds 


0.64 


3579 


M97702 


Drosophila melanogaster glutathione S-transferase gene 


1.8 


3580 


AF268059 


Candidates Carsonella ruddii natural-host Arytaina geniotae RNA 
polymerase beta subunit (rpoB) and RNA polymerase beta-prime 
subimit (rpoC) genes, partial cds 


0.063 


3581 


U30149 


Entamoeba histolytica pyruvate:ferredoxin oxidoreductase (pfol) 
gene, complete cds 


L9 


3582 


X88893 


C.jacchus intron 4 of visual pigment gene (green allele) 


0.00008 


3584 


AK000939 


Homo sapiens cDNA FLJ10077 fis, clone HEMBA1001864 


0.19 


3585 


AL1 14356 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


5.6 


3586 


AF126992 


Oxytropis besseyi var. ventosa chloroplast tRNA-Leu (trnL) gene, 
intron sequence 


0.21 


3587 


Z47046 


Human cosmid QLL2C9 from Xq28 


5.7 


3588 


AE006246 


Lactococcus lactis subsp. lactis IL1403 section 8 of 218 of the 
complete genome 


5.3 


3589 


AY018921 


Oryza sativa microsatellite MRG1246 containing (AT)X23, genomic 
sequence 


0.71 


3590 


AL589705 


Human DNA sequence from clone RP11-64M7 on chromosome 6, 
complete sequence porno sapiens] 


0.069 


3591 


NM_010250 


Mus musculus gamma-aminobutyric acid (GABA-A) receptor, subunit 
alpha 1 (Gabral), mRNA 


3.8 


3592 


AC024748 


Caenorhabditis elegans cosmid Y110A2AR, complete sequence 


0.017 


3593 


AJ002240 


Mus musculus minisatellite tandem repeat (MMS9) 


1.7 


3594 


AJ293574 


Brassica napus gene for putative corticosteroid binding protein and 
partial gene for hypothetical protein, cultivar N-o-9 


0.21 


3596 


AF324889 


Homo sapiens myosin phosphatase target subunit 2 (MYPT2) gene, 
exon 1 


0.22 


3597 


S62623 1 


IGF2=insulin-like growth factor 2 {clone PPA1, exon 9} [human, 
Genomic, 811 nt] j 


5.4 


3598 


Z22707 


S.scrofa spl IFN gene \ 


0.57 


3600 


AB030490 


Glycine max SG-05 gene for thiamin biosynthetic enzyme, complete 
cds 


0.023 


3602 


S69278 


CYP 1 A2=3 -methylcholanthrene responsive gene [Oncorhynchus 
mykiss=rainbow trout, liver, Genomic, 5023 nt] 


1.7 


3603 


XM 029148 


Homo sapiens hypothetical protein BC004923 (LOC85865), mRNA 


0.002 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


3604 


AJ002979 


L. continuum chloroplast DNA for intergenic spacer between tRNA- 
Thr (UGU) and tRNA-Leu (UAA) 5'exon, collected from W. 
Pakawau, Cape Farewell, South Island, New Zealand 


0.067 


3605 


U36927 


Plasmodium yoelii rhoptry protein gene, complete cds 


0.2 


3606 


AK021502 


Homo sapiens cDNA FLJ11440 fis, clone HEMBA1001319 


0.00001 


3607 


AB033604 


Capra hircus Hsp70-3 gene for 70 kDa heat shock protein, complete 
cds 


0.18 


3608 


M81651 


Human semenogelin II (SEMGII) gene, complete cds 


1.8 


3609 


AB054512 


Berardius bairdii DNA, SINE flanking sequence Tuti35 locus 


0.49 


3610 


AF057740 


Homo sapiens 17-beta-hydroxysteroid dehydrogenase IV (HSD17B4) 
gene, exon 24 and complete cds 


0.018 


3611 


AJ295158 


Homo sapiens gene for thymosin beta-4 


1E-48 | 


3612 


X79402 


B.taurus mRNA for plasminogen 


0.21 


3613- 


NC 001807 


Human mitochondrion, complete genome 


3E-20 


3614 


X92204 


P.hybrida NAM gene 


0.049 j 


3616 


AB032016 


Homo sapiens PDNP1 gene for phosphodiesterase I/nucleotide 
pyrophosphatase 1, 5' flanking region and partial cds 


0.009 


3617 


AF339159 


Macropus rufogriseus mannose-6-phosphate/insulin-like growth factor 
II receptor (m6p/ig£2r) mRNA, partial cds 


0.47 


3618 


AB025285 


Homo sapiens c-ERBB-2 gene, exons 1', 2\ 3\ 4' 


0.0000001 


3619 


AJ002550 


Homo sapiens MMP-1 gene, promoter region 


3.8 


3620 


AB004856 


Buchnera aphidicola mRNA for homoserine kinase, partial cds 


0.79 


3621 


AB010426 


Phytoplasma sp. gene for AL1 like protein, complete cds 


1.8 


3622 


L36903 


Saccharomyces cerevisiae mitochondrion 21S ribosomal RNA (21S 
rRNA) gene, 21S R2 ribosomal RNA (21S R2 rRNA) gene, and ORF 
RI 


0.022 


3623 


AF267642 


Filobasidiella neofbrmans var. neoformans Myo2p-like protein gene 


0.49 


3624 


XM 044499 


Homo sapiens KIAA0484 protein (KIAA0484), mRNA 


0.0001 


3625 


L04550 


Homo sapiens DNA fragment 


2.6 


3626 


AF210054 


Homo sapiens bone morphogenetic protein 7 (BMP7) gene, promoter 
region and partial cds 


2.5 


3627 


AL591505 


Human DNA sequence from clone RP1 1-67112 on chromosome X, 
complete sequence [Homo sapiens] 


0.001 


3628 


AL049969 


Homo sapiens mRNA; cDNA DKFZp564A072 (from clone 
DKFZp564A072) 


0.35 


3629 


AB055284 


Macaca fascicularis brain cDNA, clone:QflA-l 1654 


0.15 


3630 


AF304448 


Homo sapiens vitamin D receptor-interacting protein complex 
component DRIP150 (DRIP150) mRNA, complete cds 


1.3 


3631 


AL133157 


S.pombe chromosome I cosmid clB2 


0.6 




ACX)02475 


Homo sapiens Chromosome 22qll.2 PCR Product dgcr-gapl In 
DGCR Region, complete sequence 


0.005 


3633 


AK003943 


Mus musculus 18 days embryo cDNA, RIKEN full-length enriched 
library, clone: 1110028F11, full insert sequence 


4E-18 


3634 


S78712 


hemolin=48 kda C2-type immunoglobulin-like protein [Hyalophora 
cecropia=giant silkmoths, Genomic, 6622 nt] 


3.5 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQED 
NO 


ACCESSN 


DESCRIP 


P VALUE 


3635 


AK023897 


Homo sarjiens cDNA FLJ13835 fie rlnnp THYPOI 0,00719 




3636 


X55978 


T. brucei ES AG 8 gene for a leucine-rich repeat family protein 


0.14 


3637 


XM 031534 


T-Tnmn Qflnipn*; similar to lttprinp nmtPin CKA mucmluc^ (\ f\r y Q(\A\d\ 
numu oa.piv.ua oimiini i\j uicilllc piUlClU ^1V1, IlluiLuiLLb J \i^AJ\^y\j^x\)) f 

raRNA 


5E-47 


3638 


AF044287 


Dm^nnhila melannPrKter delta flrianri n enhnnit nf AP-3 /<ramt»t\ mnp 

complete cds 


0.004 


3639 


AB060917 


Miicaca fa <?ci cilia ri<; brain rDMA Hnnp*OtrA-l A/^RJ. fiill incprt 

lvxawuva icuwiwuicuia uiaui UL/I^ri V1u11C»\^LI/\~1*t\)0*t, lull LuoCll 

sequence 


1.1 


3640 


AK008522 


Miiq mnsmln*; urftilt ttiaIp email infpctitip prVNTA PTRTFM "fiill-lpncrtTi 

enriched library, clone:2010305C02, full insert sequence 


0.41 


3641 


NM 031340 


Rattus norvegicus timeless (Drosophila) homolog (Timeless), mRNA 


0.18 


3642 


AF334544 


nuuiv aapiciib uiiiiiiuoauine x idiiuiziaiK. proximal enromosome i 
translocation boundary distal to AZFc region 


0.19 


3643 


XM 033642 


riuiiiu bapiciib ltuuivupuuMUiii ^nucleolar pnospnopiuiein jdzj, 
numatriu) (NPM1), mRNA 


1E-66 


3645 


AF001462 


WpllPnhapfPT TYi/lrwi drain TOQ c/Winn TX nf I'll r\V tV»r» rnmnloto 

nciiwjuat/icr jpyiuri, buaiii jy? bccuuii zj 01 i jZ oi luc complete 

gVllV/lllW 


l "? 


3646 


T 511761 


Homo sapiens (subclone 6_cl0 from PI H17) DNA sequence, 

fwmnlptp cpntipnpp 

^\JUl|71Cl%5 oC\£UGilWw 


AT?- 19 


3647 




tfnmn dniptic nni-rial <rpnA fnr Hnnaminp "Trt rpppntnr pvnn 1 
nvjiiivj sapiwiio y allien us\uj gdlv 1UI tiuprtllllltc LJJ iwCCJJLUI, CAUii l 




3648 




Simian immunodeficiency virus from African green monkey, tantalus 
apcuico ^oi vidii/ piuviidi iviN/v, complete genome 


U.IO 


3649 


NM 014601 


Homo sapiens EH-domain containing 2 (EHD2), mRNA 


0.087 


3650 


NM 032717 


Homo sapiens hypothetical protein MGC1 1324 (MGC1 1324), mRNA 


0.62 


3651 


YM 004469 


Homo sapiens signal sequence receptor, alpha (translocon-associated 

nrnfein alnhal fSSRIt mRNA 


0 70 


3652 


AYO 16336 


Phragmites australis rpl36-rps8 intergenic spacer, chloroplast 


0 69 


3653 




n.adyiciib v^pvj iMdiiu L/iNr\ genomic ivisci Judgment, uiune oZOj, 
forward rpaH enfrfWlrt ft la 

lUlVraiu iwau v|V^o^.lf«j ,1L J.d 




3654 


U10927 


Staphylococcus aureus M type 1 capsular polysaccharide biosynthesis 

( fan A PaWR f^atiO fot^Tl patVP r^iiVI? r*r\r\C\ oaWW oqtVT nor^T paWIf 
^L*<UJrV, Wipxj, \*ay\*,j Kicky U, UdpC, Capi*, CdpvJ, CapJCl, Capi, wipj, Lap IV, 

capL, capM) genes, complete cds 


0.026 


3655 


AE007446 


Streptococcus pneumoniae section 129 of 194 of the complete genome 


0.18 


3656 


BC006035 


Mus musculus, clone IMAGE:3492938, mRNA, partial cds 


5.3 


3657 


AF352740 


Oncorhynchus mykiss clone OMM1055 microsatellite sequence 


2.1 


3658 


NM 032141 , 


Homo sapiens hypothetical protein DKFZp434K1421 
(DKFZP434K1421), mRNA 


0 


3659 


AF275231 


Phloeomyzus passerinii 12S small subunit ribosomal RNA gene, 
partial sequence; tRNA-Val gene, complete sequence; and 16S large 
subunit ribosomal RNA gene, partial sequence; mitochondrial genes 
for mitochondrial products 


0.077 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


3660 


AFO 17646 


Schizosaccharomyces pombe TFIIH subunit p47 (tfh47) gene, 
conmlete cds 


0 72 


3661 


AF200526 


Zea mav^ celliiln^e wnthase-2 (Ce^A-2^ mRNA. comnlete cdQ 




3662 


AJ297654 


Sus scrofa AACT2 gene for alpha- 1 -antichymotrypsin 2, exons 1-5 


0.74 


3663 


XM_018189 


Homo sapiens hypothetical protein FLJ13949 (FLJ13949), mRNA 


0.74 


3664 


AE004047 


Xylella fastidiosa 9a5c, section 193 of 229 of the complete genome 


2.2 


3665 


XMJ)03012 


Homo sapiens EphBl (EPHB1), mRNA 


6.9 


3666 


AF083240 


kjllC- WclllCila JpuUGAal>ivlla uilUll^jr lUlrlliUlllG gGilC wuolvl, MJ111JJ1G1JG 

sequence; ferrous iron transporter (feoB), deca-heme c-type 

cvtochrome fmtrOi c-tvne cytochrome nrecnrsnr rmtrA i and miter 
membrane protein precursor (mtrB) genes, complete cds 


0.085 


3667 


AF100304 


Paenorhahditis eleeans cosmid W07R1 comnletp sentience 

UuvllUl lluUUiUu wlvgulU VWaUUU »T V 1 XJ*Jj vvluuiv LW/ OwllUvllVV 


0.74 


3668 


AP001348 


Homo sapiens genomic DNA, chromosome 21q2Ll-q21.2 
rlnne*G9G& LL56-APP region, cnmnlete seoiienee 


2E-18 


3669 


AB005039 


A Hern aria alternata MAT2 ffene. cnmnlete cdc 


6.4 


3670 


NM 009181 


7V4nc nmcfiiliic cialvltmncfpracp 5? fnlnVia..'? S-ciiilvtrancfprsicpi R 

(Siat8b), mRNA 


0.22 


3671 


AB045894 


Nepenthes alata NaAP4 mRNA for aspartic proteinase 4, complete cds 


7 


3672 


M74944 


Qimiart immii'nr\HpfJr^ip»nn7 irirnc HOW T? p_-i cnl nf <=» n"F QlA/maf rlnnp 

ouiiutu uiunuiiuucixwiciiuy vuub ^jzn xxc-ibuia.ic 01 oivuictv z-jl, uiuiic 
AX/QA pfiv optip rnmnlptp cds 


0.25 


3673 


AF288211 


Danio rerio Nkx5-1 mRNA, complete cds 


0.072 


3674 


AC006753 


flaennrhahditi*; elepan*; cnsmid Y40A1 A cnmnlete cpniiennp 


0.02 


3675 


S53497 


iimniiTiocTlnHiilin pncilon pTi ain rvmctQnt TPOiniisscp/*TptpH fr\rm / "X ' 
Aii in mi lugnjumm cpMiuii ^iiom wuuautm i cgiuu scli c icu 1.U1111 \j 

np*nnn^ rhuman H cell mvelnma TT-966 frennmic 1198 ntl 


6.8 


3676 


at 512305 


Human DNA sequence from clone RP1 1-85E24 on chromosome 6, 
cnmnletf* Qennence rHomn Qanienol 


0.009 


3677 


AF207862 


Roq tannic Hradvlcinin recentnr R9 fRTTKTRR? i pene nrnmntpr 


5.8 


3678 


AF269417 


Staphylococcus epidermidis strain SRI clone step.l003e03 genomic 
seouence 


5.1 


3679 


X53232 


Rat mRNA for nreontic reeulatorv factor-2 fPORF-2 1 

lull UUVin JLXJm. L/ivvUUv AyfiWCItvl T IClvLUl V^JUVX ^ / 


2 


3680 


AB005039 


Alternaria alternata MAT2 gene, complete cds 


6.5 


3681 


AE003252 


Drosoohila melano paster genomic scaffold 142000013385369 
complete sequence 


1.9 


3682 


U19744 


Caenorhabditis elegans integrin beta pat-3 gene, complete cds 


0.083 ! 


3683 


XM 010829 


Homo sapiens potassium channel, subfamily K, member 3 (TASK-1) 
(KCNK3), mRNA 


0.25 


3684 


AF065853 


Homo sapiens OR7E1 IP pseudogene, partial sequence 


0.077 


3685 


AF325859 


Choristoneura fumiferana antifreeze protein (AFP-Lul) gene, 
complete cds 


2.3 


3686 


XM017134 


Homo sapiens breast cancer 2, early onset (BRCA2), mRNA 


0.23 
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Tabic 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


3687 


AE002139 


Ureaplasma urealyticum section 40 of 59 of the complete genome 


0.17 


3688 


J00241 


Human Ig germline kappa-L chain, C region (inv3 allele) 


0.22 


3689 


U23855 


Bos taurus von Willebrand factor gene, 5' flanking region and exon 1 


0.78 


3690 


AK015465 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4930455H04, full insert sequence 


6.2 


3691 


XM 042056 


Homo sapiens LOC86123 (LOC86123), mRNA 


2 


3692 


AL137458 


Homo sapiens mRNA; cDNA DKFZp434E2221 (from clone 
DKFZp434E2221) 


0.086 


3693 


Z81079 


Caenorhabditis elegans cosmid F39H11, complete sequence 


2 1 


3694 


AF142998 


Pteronotus parnellii NADH dehydrogenase subunit 1 (ND1) gene, 
partial cds; mitochondrial gene for mitochondrial product 


0.69 


3695 


AK012282 


Mus musculus 1 1 days embiyo cDNA, RJKEN full-length enriched 
library, clone: 2700023124, full insert sequence 


0.75 


3696 


AB032937 


Cucumis sativus CS-ACS1 gene for l-aminocyclopropane-l- 
carboxylate synthase, complete cds 


1.5 


3697 


M92295 


Gorilla gorilla gamma- 1 and gamma-2 globin genes, complete cds 


0.029 


3698 


AF034085 


Caenorhabditis elegans UNC-45 (unc-45) gene, complete cds 


0.0001 


3699 


AB048996 


Macaca fascicularis brain cDNA, clone:QnpA-14055 


0.25 


3700 


AK024527 


Homo sapiens cDNA: FLJ20874 fis, clone ADKA02818 


0.000001 


3701 


AK014489 


Mus musculus 14 days embryo liver cDNA, RIKEN full-length 
enriched library, clone:4432412D04, full insert sequence 


4.3 


3702 


NMJ)22599 


Rattus norvegicus outer membrane protein (Omp25), mRNA 


1E-14 


3703 


AF177242 


Bodo saltans clone pBME40 mitocondrial minicircle DNA 


0.021 


3704 


AF183329 


Homo sapiens clone NIGMS NA10926D chromosome 10 paralogous 
sequence variant, genomic sequence 


5E-61 


3706 


AF374728 


Saxifragella bicuspidata maturase K (matK) gene, partial cds; 
chloroplast gene for chloroplast product 


0.65 


3707 


AK010113 


Mus musculus adult male tongue cDNA, RIKEN full-length enriched 
library, clone:2310068J16, full insert sequence 


5E-29 


3708 


XMJ)45657 


Homo sapiens McKusick-Kaufman syndrome (MKKS), mRNA 


1.8 


3709 


AJ223690 


H.sapiens D2-l-K2G7np gene for immunoglobulin kappa chain 
variable region 


0.026 


3710 


XM_008389 


Homo sapiens Clq-related factor (CRF), mRNA 


0.026 


3711 


AF200526 [ 


Zea mays cellulose synthase-2 (CesA-2) mRNA, complete cds 


2.3 


3712 


AE000049 


Mycoplasma pneumoniae M129 section 31 of 63 of the complete 
genome 


0.68 


3713 


XM 002495 


Homo sapiens cyclic nucleotide gated channel alpha 3 (CNGA3), 
mRNA 


2.1 


3714 


AF322106 


Oncorhynchus mykiss lysozyme U precursor, gene, complete cds 


0.7 


3715 


AK002007 


Homo sapiens cDNA FLJ11145 fis, clone PLACE1006626, highly 
similar to Homo sapiens mRNA for KIAA0928 protein 


0.029 


3716 


Z73978 


Caenorhabditis elegans cosmid ZC302, complete sequence 


0.23 


3717 


NM 02397? 


Rattus norvegicus apoptotic protease activating factor 1 (Apafl), 
mRNA 


0.52 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


3718 


AP335504 


Oiyza sativa hemoglobin 1 (hbl), hemoglobin 3 (hb3), and 
hemoglobin 4 (hb4) genes, complete cds 


0.077 


3719 


BC006943 


Mus musculus, Similar to RJKEN cDNA 3230401N03 gene, clone 
MGC:6906 IMAGE:2655807, mRNA, complete cds 


2 


3720 


AK007159 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:1700110I01, full insert sequence 


6 


3721 


AF033002 


Cerebratulus lacteus body wall globin gene, complete cds 


0.026 


3722 


X95276 


P.falciparum complete gene map of plastid-like DNA (IR-B) 


0.2 


3723 


XM 012629 


Homo sapiens DEAD/H ( Asp-Glu- Ala- Asp/His) box polypeptide 8 
(RNA helicase) (DDX8), mRNA 


1 14 


3724 


XM 042643 


Homo saoiens hvoothetical nrotein DKFZu434G131 
(DKFZP434G131), mRNA 


0.69 


3725 


AF145640 


Drosophila melanogaster clone GH07346 B cDN A GH0 73 46 
(BcDNA.GH07346) mRNA, complete cds 


2.3 


3726 


X58823 


Bovine COX7cPl retroposed pseudogene for cytochrome c oxidase 
subunit VIIc 


0.21 


3727 


XM 052301 


Homo sapiens hypothetical protein MGC3199 (MGC3199), mRNA 


6E-25 


3728 


U00176 


Dictvostelhim mucoroides DMUC2 clone n288m2 Gl-like and G5- 
like ORFs 1 proteins, complete cds 


0.00009 


3729 


AJ132901 


Drosophila guanche mitochondrial A+T-rich region 


0.071 


3730 


AL583762 


T-Tnman chromosome 14 DNA sernienc^ Partial QfimifMin* from TOAP R- 

1109N18_PCR1 of library RPCM1 from chromosome 14 of Homo 
sapiens (Human), complete sequence 


7E-35 


3731 


AK021083 


Mus musculus adult male cornus striatum cDNA RIKEN fiill-leneth 
enriched library, clone:C030015A19, full insert sequence j 


1.5 


3732 


XM 001934 


Homo sapiens PRO0529 protein (PRO0529), mRNA 


1.4 


3733 


AJ235836 


Labordia tinifolia chloroplast ndhF gene 


2.2 I 


3734 


M81855 


Rat mdr mRNA sequence 


1.9 


3735 


NM_031649 


Rattus norvecicus killer cell lec tin-like recentor subfamilv G member 
1 (Klrgl), mRNA 


4.9 


3736 


Z78014 


Caenorhabditis elegans cosmid F42E8, complete sequence 


0.002 


3737 


XM 045320 


Homo sapiens chondrohin sulfate proteoglycan 6 (bamacan) (CSPG6), 
mRNA 


0.0005 


3738 


AF288788 


Staohvlococcus aureus rot-like nrotein R1d (t\d) eene comnlete cds 


0.4 


3739 


D16417 


Dictyostelium discoideum mRNA 


0.008 


3740 


X15465 


Hamster SPC14 LINE LI repeat DNA 


0.000003 


3741 


Y14544 


Danio rerio mRNA for Hoxc8 protein 


0.014 


3742 


M13897 


Rattus norvegicus thyrotropin beta subunit (TSH-beta) gene, complete 
cds, clones RP100-14 and RP21 


3.5 


3743 


AE001390 


Plasmodium falciparum chromosome 2, section 27 of 73 of the 
complete sequence 


0.018 


3744 


XM 035389 


Homo sapiens ribosomal protein, large, PI (RPLP1), mRNA 


9E-36 


3745 


XM_007409 


Homo sapiens alkylation repair, alkB homolog (ABH), mRNA 


0.057 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


o-tti^ ID 
MO 


ACCESSN 


DESCRIP 


P VALUE 




AE007425 


Streptococcus pneumoniae section 108 of 194 of the complete genome 


0.15 


3747 


Z38113 


S.cerevisiae chromosome IX lambda clone 4554 


4.9 




X80491 


S.latifolia SLM4 mRNA 


0.02 




XM 035466 


Homo sapiens hBKLF for basic kruppel like factor (LOC51274), 
mRNA 


2E-35 


3751 


Z75957 


Human DNA sequence from cosmic! U203H4, between markers 
DXS366 and DXS87 on chromosome X 


0.000001 


3752 


AE000800 


Methanobacterium thermoautotrophicum from bases 58271 to 68710 
(section 6 of 148) of the complete genome 


0.19 


3754 


AJ409501 


Mus musculus RNA binding site for Dazl protein, clone gflO 


0.73 


nee 
3733 


. AJ243829 


Oryza sativa RPA gene for protein phosphatase 2A A subunit, exons 1 
12 


3E-25 


3 /DO 


AK026692 


Homo sapiens cDNA: FLJ23039 fis, clone LNG02242 


0.022 


3757 


S81000 ! 


{microsatellite regions} [Cryptococcus neoformans==pathogenic yeast, 
var. gattii, serotype B, UCLA 371-B, human isolate, Genomic, 283 nt] 


0.94 


373o 


AF252420 


Bos taurus clone MNB-5 microsatellite sequence 


0.074 


3759 


AF338734 


Homo sapiens hypothetical PHD zinc finger protein XAP135 
pseudogene, complete sequence 


2.1 


J /OU 


AJ401038 


Human immunodeficiency virus type 1 proviral gpl60 gene for 
envelope protein, strain 97DC.KFE267 


0.79 


3761 


NC__002087 


Plasmid pRL765, complete sequence 


0.71 | 


3762 


AE004161 


Vibrio cholerae chromosome I, section 69 of 25 1 of the complete 
chromosome 


1.9 


3 /o3 


Z54349 


Rsapiens MN/CA9 GENE 


0.56 


3764 


AF372396 


HTV-1 isolate CM53658 from Cameroon envelope glycoprotein (env) 
gene, partial cds 


1.8 


3765 


AY021127 


Oryza sativa microsatellite MRG3452 containing (TA)X19, genomic 
sequence 


1.9 


3766 . 


AK021485 


Homo sapiens cDNA FU1 1423 fis, clone HEMBA1001024 


3.4 


31 ol 


AF269468 


Staphylococcus epidermidis strain SRI clone step. 1005a02 genomic 
sequence 


0.69 


376o 


AF229080 


Rattus norvegicus glucagon receptor gene, promoter and partial cds 


0.71 


3769 


X04384 


Sea urchin (L.pictus) gene for testis specific histone H2B-2 


0.23 


3 /7U 


Z36061 


S.cerevisiae chromosome H reading frame ORF YBR192w 


0.087 


5111 


AB038488 


Halimeda discoidea chloroplast rbcL gene for ribulose-1,5- 
bisphosphate carboxylase/oxygenase large subunit, partial cds 


0.25 | 


3772 


XM 003759 


Homo sapiens leukocyte cell-derived chemotaxin 2 (LECT2), mRNA 


0.000001 


3773 


AF122979 


Tridacna maxima 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.076 


3774 


L44120 


Homo sapiens (clone pHK1.5D) CMT1A gene, primer binding site 


5E-39 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


3775 


AC008855 


Homo sapiens chromosome 5 clone CTD-2178M23, complete 
sequence 


0.73 


3776 


AF267225 


Candidatus Carsonella ruddii natural-host Tainaiys soidida ATP 
synthase alpha subunit (atpA) gene, partial cds; ATP synthase gamma 
subunit (atpG) gene, complete cds; and ATP synthase beta subunit 
(atpD) gene, partial cds 


0.024 


-hill 


U67231 


Human clone HS4.74 Alu-Ya5 sequence 


2E-11 | 


3778 


XM_038985 


Homo sapiens similar to HYPOTHETICAL PROTEIN KIAA0379 (H. 
sapiens) (LOC91526), mRNA 


0.13 


3779 


X71625 


Hsapiens dinucleotide repeat polymorphism cA14 


0.057 


3780 


BC007480 


Mus musculus, clone MGC:7570 IMAGE:3493227, mRNA, complete 
cds 


0.59 


3781 


U60153 


Human immunodeficiency virus type 1 isolate ID4-77, clone 12, from 
USA, envelope glycoprotein (env) gene, partial cds 


0.013 


3782 


XM05O963 


Homo sapiens hypothetical protein DKFZp56401664 
(DKFZP56401664), mRNA 


0 


3783 


AC024236 


Homo sapiens BAC clone RP1 1-400117 from Y, complete sequence 


0.0001 


3784 


M17627 


Chicken alpha-A-ciystallin gene, complete cds and 5* flank 


0.077 


3785 


NM_031557 


Rattus norvegicus Prostaglandin 12 (prostacyclin) synthase (Ptgis), , 
mRNA 


5.8 


3786 


Z79647 


B.thayeri mitochondrial 16S rRNA gene 


0.23 


3787 


AF032386 


Nicotiana tabacum aldose- 1 -epimerase-like protein (GP40) mRNA, 
complete cds 


0.077 


3788 


X89568 


P.sativum mRNA for HMGI/Y protein 


5.8 


3789 


Z71180 


Caenorhabditis eiegans cosmid F22E12, complete sequence 


0.24 


3790 


AJ239079 


Tetrahymena pyriformis partial gc4 gene for guanylyl cyclase, isoform 
4 


0.79 


3791 


AF3 10890 


Dictyostelium discoideiim PcmA (pcmA) and RacE (racE) genes, 
complete cds; tRNA-Phe gene, complete sequence; and unknown gene 


0.00003 


3792 


L22300 


Chilo iridescent virus type 6 zinc finger protein and non-histone 
chromosomal high mobility group protein homolog genes, complete 
cds 


0.021 


3793 


AF155054 


Rickettsia slovaca protein PS 120 (D) gene, partial cds 


0.47 


3794 


X59799 


M. musculus S-antigen gene promoter region 


0.2 


3795 


AF330221 


Oncorhynchus keta clone Oke4 microsatellite sequence 


0.56 


3796 


XM 043227 


Homo sapiens similar to proteasome (prosome, macropain) 26S 
subunit, non-ATPase, 13 (H sapiens) (LOC92153), mRNA 


6 


3797 


D17668 


Clostridium septicum gene for alpha-toxin, complete cds 


0.39 


3798 


AF165135 


Mycoplasma mycoides mycoides SC strain Afade hypothetical proline 
rich glycoprotein, hypothetical surface-located membrane protein, 
lipoprotein B precursor (IppB), and hypothetical ABC transporter 
protein genes, complete cds; hypothetical ABC transport> 


1.5 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


3799 


AF379892 


Rhagigaster sp. M222 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.068 


3800 


NM_024379 


Rattus norvegicus glutamate receptor delta-2 subunit (Grid2), mRNA 


1.5 


3801 


AF364550 


Drosophila melanogaster transposon cruiser, complete sequence 


5.4 


3803 


AJ315160 


Xenopus tropicalis BMP-2 gene for bone morphogenetic protein 2 


0.24 


3804 


AJ293015 


Pisum sativum loxl:Ps:7 gene for lipoxygenase, exons 1-8 


0.079 


3805 


Z82768 


R.prowazekii genomic DNA fragment (clone A810F) 


1.5 


3806 


NM 013780 


Mus musculus neuronal PAS domain protein 3 (Npas3), mRNA 


0.72 


3807 


U56088 


Human periodic tryptophan protein 2 (PWP2) gene, exons 3 to 14 


0.25 


3808 


D88987 


Mus musculus Ampd3 gene, exon 4 


0.18 


380* 


Z72680 


S.cerevisiae chromosome VH reading frame ORF YGL158w 


0.73 


3810 


M17988 


Spiroplasma virus 4 (SpV4) replicative form, complete genome 


5.3 


3811 


XM 039684 


Homo sapiens putative G-protein coupled receptor (SH120), mRNA 


0.17 


3812 


XM 039684 


Homo sapiens putative G-protein coupled receptor (SH120), mRNA 


0.19 


3813 


X60735 


S.murinus Dq52 gene and immunoglobulin heavy chain S region gene 
loci 


1.4 


3814 


XMJM5862 


Homo sapiens ring finger protein 10 (RNF10), mRNA 


5E-14 


3815 


AB005521 


Homo sapiens ppar gamma gene for peroxisome proliferator activated- 
receptor gamma, exon 1 


1.6 


3816 


AF271964 


Bos taurus microsatellite MNB-162 sequence 


0.019 


3817 


AF274307 


Zaocys dhumnades creatine kinase mRNA, complete cds 


6.1 


3818 


BC010716 


Mus musculus, clone MGC:6551 IMAGE:2655861, mRNA, complete 
cds 


5.5 


3819 


AE004219 


Vibrio cholerae chromosome I, section 127 of 251 of the complete 
chromosome 


5.7 i 


3820 


AB060193 


Macaca fascicularis brain cDNA clone: QccE-22277, full insert 
sequence 


1.9 


3821 


AY007106 


Homo sapiens clone TCCCIA00427 mRNA sequence 


3E-45 


3822 


X02801 


Mouse gene for glial fibrillary acidic protein (GFAP) 


0.08 


3824 


AJ234506 


Hordeum vulgare genomic DNA fragment; clone MWG056Luni 


2.1 


3825 


AK019864 


Mus musculus 1 1 days pregnant adult female ovary and uterus cDNA, 
RDCEN full-length enriched library, clone:5031405K23, full insert 
sequence 


1.8 


3826 


AK023304 


Homo sapiens cDNA FLJ13242 fis, clone OVARC1000578 


6.5 | 


3827 


AB062056 


Homo sapiens p53DINPl gene for p53DINPla, p53DINPlb, complete 
cds, alternative splicing 


0.055 | 


3828 


AF379858 


Dendrocerus carpenteri 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.07 


3829 


X05621 


Chironomus pallidivittatus BR1 gene for giant secretory protein 


0.077 ! 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACGESSN 


DESOUP 


P VALUE 


3830 


AF108841 


Homo sapiens human endogenous retrovirus HERV-H10 pol protein 
fool) eene Dartial cds* env nseudopene and 3' LTR_ mmnkp 
sequence 


0.009 


3831 


AF309030 


Ixodes scapularis haplotype SSCP NC2_29 16S ribosomal RNA gene, 
Dartial seauence* mitochondrial ffene for mitochondrial nmrfnrt 


0 91 


3832 


AF268055 


Candidatus Carsonella ruddii natural-host Glycaspis brimblecombei 
RNA polymerase beta subunit (rpoB) and RNA polymerase beta-prime 
subunit (moC^ pene^ narrial cd«: 

■JUvUillL ^illl/vy gwUw«) ycu UCU vU3 


o nno*? 


3833 


AY021307 


OTV731 <iativa mirro<!atH1ite MRCWft9 mntainina fT A "W9 "3 tronAmir 

LAX OuUVO 1UJV1UOCLIWU-11.W -IVJXvVJ JU JX UtJIUff 1 1 1 1 1 1 V 1 J /-\ JyV/. EvUUJIUw 

sequence 




3834 


XM 034551 


Homo sapiens dual-specificity tyrosine-(Y)-phosphorylation regulated 
kinase 4 (DYRK^ mRNA 


o onnrn 


3835 


AK001647 


Wnmn canipnc rDNA T7T T107RS fic MnriA "MT"7T>Pj10AOA^'7 nnoMv 

rxuiuu bapiciib v-L^iNrv s:L/j l\j i oj ns, cione in i ztvr'fuuu^j / , weaKiy 
similar to UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 15 
(EC 3 1 2 15} 


A 
\J 


3836 


XMJ)43492 


Homo sapiens 42259 (KIAA1728), mRNA 


5E-19 


3837 


U22345 


Human ehromoQome 90nl9 lnmc-cnprifir rprvAnt 


U.UUJ 


3838 


J05535 


Bovine vascular smooth muscle connexind^ fn"R"MA rrrrrmff»tf» rrfc 


0 18 


3839 


AF290221 


Cuciimis sativiis clone RR0F mitorhonririnl apnnmir cpmi<»nr*» 




3840 


NM 010059 


Mus mnscillus dfcmnted meintir rDTJA 1 hnmnlno- /TYmrl h\ mRNA 




3841 


NM 017681 


Homo saniens hvnothetical nrotein FT J201^0 fFT Pflnfl^ mRNA 


9 


3842 


AE002114 


Ureaplasma urealyticum section 15 of 59 of the complete genome 


1.9 


3843 


AK022372 


Homo saniens cDNA FT .1*1 T\ 1 0 fis clonp MAMMA 1 001 070 




3844 


U33633 


Rice ragged stunt virus minor structural protein gene, complete cds 


0.21 


3845 


AB062993 


MTaraca fasripiilariQ brain rHNA ^lnn<» # rVmnA_1flR'> < » fiill irtr^rf 
maLaua xad^iwuiaiio uiaiii ^uri£\ wlUllC.V^IIiU/\-l\/OX./ 9 lull 1X15611 

sequence 


4E-40 


3846 


AJ251485 


Gorilla gorilla partial lmp7 gene for large multifunctional protease 7, 
exon 7 and tat>2 tzene for antiffen nentide tran^noTt^r 9 pvnnc 1 ~f\ 


0 71 


3847 


AP000145 


Homo sapiens genomic DNA, chromosome 21q21.2, LL56-APP 
resion. clone B2291C14-R44F3 seement 10/10 comnlete <»niience 


0 fift 
u.uo 


3848 


XM 046052 


Homo sapiens similar to ribosomal protein S3 A (H. sapiens) 
(LOC65465), mRNA 


0.017 


3849 


XM 012036 


Homo sapiens potassium inwardly-rectifying channel, subfamily J, 
member 5 (KCNJ5), mRNA 


5 


3850 


AB035883 


Pseudoregma bambucicola mitochondrial genes for small subunit 
rRNA, tRNA-Val, large subunit rRNA, partial and complete 
sequences, country: Taiwan: Sun Moon Lake 


0.077 


3851 


AB037688 


Xenopus laevis Xptch-2 mRNA for patched-2, complete cds 


1.8 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQ ID 
NO 


ACCESSN 


DESCRIP 


P VAT TTT7 


3852 


AB041264 


Mus musculus pseudogene for GTP-binding protein betal subunit 


0.53 


3853 


AF288170 


Plasmodium fklciDarum isolate MA/f rvtnjiHhprpnrp linVpH acpviiol 

protein (clag9) mRNA, partial cds 


0.083 


3854 


AF304321 


NeosDora cartinuni RNA nnlvmpnicp i /mnr y i \ oona nqrHoi 
sequence, plastid gene for plastid product 


0.002 


3855 


AF133181 


Peziza varia 18S ribosomal RNA gene, and internal transcribed spacer 
1, partial sequence 


i 

Z.l 


3856 


NM 012694 


RattllS norvefficus Solute rarripr familv (\ ^iiAiimtroncmtHor 

transporter, dopamine), member 3 (SIc6a3), mRNA 


0.56 


3857 


NM 030261 


Mus musculus hvnothetical nrotein MfGClW) C\ACrCiy^>\ nVRKFA 


OC-JO 


3858 


AF231164 


Pseudosvmblenhflri*; srhitnnp'riana tRMA _T wi nortiot co/man^' *mT 

* °*"*»*-*' J jf****/iv^/ii*uia awl u 1 n^jbi loiid Li\lN/\ XjCU, pfll Unl Sequence, LTTLL/ - 

trnF intergenic spacer, complete sequence; and tRNA-Phe, partial 

seouencei chloronlast ffenes for chlnmnlflct nrnHnrtc 




3859 


Z36070 


S.cerevisiae chromosome II reading frame ORF YBR201w 


0.064 . 


3860 


Z24279 


x*. oa^iwud ^1^07; L/rsr\ acgiuciu. ooiiidiTiing ^v^aj repeal, cione 
AFM309ve9; single read 




3861 


XM 036937 


Homo saniens KIAA1020 nrotein (KJA A 1 0?ft • mP>JA 


Z.I 


3862 


AB033019 


Homo sapiens mRNA for KIAA1 193 protein, partial cds 


1.6 


3864 


XM 030075 


Homo sanien*! hvnortiptiral nrntpin TYErT77r»A^AT"ift^i^ 
(DKFZp434D0513), mRNA 


2E-74 


3865 


NM 023979 


RatttlS nOTvefficus Anontnrir nrntpncp arHvatintx fantnr 1 / Ano-FI \ 
i\aviug xivi vvgivuo ctpujjuJLiVj pivjiCdiC alrlxVaUxlg XavLOl x ^/\pdl 1 ^, 

mRNA 


0.59 


3866 


U50715 


MuS mUSCUluS alDha-PalactOSidd.se A pptip. rnnmlpf-p rHc 




3867 


AF078780 


Caenorhabditis eleeans oosmid C04F2 


1 7 

1. / 


3869 


L07305 


HlstODlasma CaDSulatum Tclone nMS3^ H-ATPasp ffpnp rnmnlptp r/lc 


u.**o 


3870 


XM 035796 


Homo sapiens hypothetical gene supported by AF001893; AH005586 
(LOC91063), mRNA 


1.7 


3871 


NM_025788 


xvxuo xiiuovixiud imim *iv violin t7jvJ x A IN Jlj gCIic ^7JUJ 1 1 IN 1 -j rvityj^ 

mRNA 


5.4 


3872 


AF339787 


Homo sapiens clone IMAGE:205688, mRNA sequence 


2 


3873 


AF028784 


Rattus norvegicus glial fibrillary acidic proteins alpha and delta 
fGFAP} cene a1temartvp.lv snliced nroducts. comnlpte en's 




3874 


AF328904 


tviua uiujbuiua ly * liun /\. ajuuucuibc ^i^xusy gene, exon 1*1', complete 
cds; adenosine deaniinase tRNA-spedlic 1 (Adatl) gene, exons EA, 1 
and partial cds 




3875 


AF033647 


Rhytidiadelphus triquetrus 23S ribosomal RNA gene, partial 
sequence; internal transcribed spacer 2, 4.5S ribosomal RNA gene, 
internal transcribed spacer 3, and 5S ribosomal RNA gene, complete 
sequence, chloroplast genes for chloroplast RNAs 


2 


3876 


BC006035 


Mus musculus, clone IMAGE:3492938, mRNA, partial cds 


5.6 


3877 


AF3 11856 


Homo sapiens spectrin beta IV (SPTBN3) mRNA, complete cds, 
alternatively spliced 


0.5 


3878 


AB041327 


Anguilla japonica GnRH receptor mRNA for gonadotropin-releasing 
hormone receptor, complete cds 


0.24 
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3879 


AF220175 


Homo sapiens acid ceramidase (AS AH) gene, exons 5 through 14, and 
complete cds 


0.0009 


3880 


X89398 


Ksapiens ung gene for uracil DNA-glycosylase 


0.002 


3881 


L14017 


Staphylococcus aureus methicillin-resistance protein (mecR) gene and 
unknown ORF, complete cds 


0.56 


3882 


M97008 


Xenopus laevis/gilli hybrid IgM chain gene, clone LG7Gmu 


0.007 


3883 


Z78414 


Caenorhabditis elegans cosmid W09D12, complete sequence 


0.63 


3884 


AL512549 


S.pombe chromosome I BAC pB2B4 


1.9 


3885 


AB030616 


Mus musculus Chetk-alpha gene for choline/ethanolamine kinase- 
alpha, exon 1 and S'-flanking region 


6.4 


3886 


AF069535 


Bradypus tridactylus 16S ribosomal RNA gene, mitochondrial gene 
for mitochondrial RNA, complete sequence 


1.5 


3887 


AK023304 


Homo sapiens cDNA FLJ13242 fis, clone OVARC1000578 


0.056 


3888 


AB039756 


Brassica rapa SP11-32 mRNA for S locus protein 11-32, partial cds, 
strain:S32(50-llt) 


1.9 


3889 


AL512405 


Human DNA sequence from clone RP1 1-370N2 1 on chromosome 6, 
complete sequence [Homo sapiens] 


1.6 


3890 


AF147813 


Protrama radicis elongation factor 1 alpha gene, partial cds 


0.18 


3891 


XMJ)46967 


Homo sapiens region containing variable charge protein on X with 
eight repeats; variable charge protein on X with two repeats; variable 
charge, X chromosome (LOC92738), mRNA 


0.21 


3892 


XM 037664 


Homo sapiens hypothetical protein MGC4090 (MGC4090), mRNA 


1.5 


3893 


AJ296142 


Silene foetida partial rpb2 gene for RNA polymerase n, exons 23 and 
24 


0.16 


3894 


AF360340 


Arabidopsis thaliana putative pectinesterase (K19E1.17/AT5g53370) 
mRNA, complete cds 


2.7 


3895 


AF327975 


Hentzia palmarum 16S ribosomal RNA, partial sequence; 
mitochondrial gene for mitochondrial product 


0.55 


3896 


Z15140 


L.esculentum mRNA for chitinase 


2.1 


3897 


U57326 


Chlamydomonas irinhardtii chloroplast complete EcolO fragment, 
rpoC2 gene, partial cds 


0.001 


3898 


AK024908 


Homo sapiens cDNA FLJ21255 fis, clone COL01321 


0.003 


3899 


NC 002087 


Plasmid pRL765, complete sequence 


0.62 


3900 


AF063220 


Papaya ringspot virus isolate P polyprotein gene, partial cds 


0.25 


3901 


AE002173 


Chlamydophila pneumoniae AR39, section 9 of 94 of the complete 
genome 


0.25 


3902 


BC001152 


Homo sapiens, growth arrest-specific 7, clone MGC:1347 
IMAGE:3353809, mRNA, complete cds 


5.9 


3903 


AB011800 


Agrobacterium tumefaciens plasmid pRiA4 gene, virB operon 


5.4 


3904 


BC010389 


Homo sapiens, clone MGC: 13615 IMAGE:4283814, mRNA, 
complete cds 


0.084 


3905 


AF091779 


Oncorhynchus mykiss non-classical MHC class I antigen (Onmy- 
UAA) gene, Onmy-UAA*0101 allele, complete cds 


2.3 


3906 


AF222716 


Plasmodium falciparum clone 3D7 unconventional myosin PfM-B 
gene, complete cds 


6.2 
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3907 


] Z48951 


S.cerevisiae chromosome XVI cosmid 9723 


2.5 


3908 


XM 040326 


Homo sapiens absent in melanoma 1 (AIM1), mRNA 


0.056 


3909 


AF271964 


Bos taurus microsatellite MNB-162 sequence 


0.019 


3910 


BC003261 


Mus musculus, serine/threonine kinase 5, clone MGC:5803 
IMAGE:3501444, mRNA, complete cds 


0.056 


3911 


AJ011641 


Arabidopsis thaliana (ecotype Columbia) spl8 gene, exons 1-3 


1.7 


3912 


AK000864 


Homo sapiens cDNA FLJ10002 fis, clone HEMBA1000046 


0.53 


3913 


XM 045747 


Homo sapiens midline 1 (Opitz/BBB syndrome) (MIDI), mRNA 


2E-33 


3914 


AF269581 


Staphylococcus epidermidis strain SRI clone step. 101 lg07 genomic 
sequence 


0.057 


3915 


XM 042333 


Homo sapiens casein kinase 2, beta polypeptide (CSNK2B), mRNA 


1.9 


3916 


AF269810 


Staphylococcus epidermidis strain SRI clone step.l023h06 genomic 
sequence 


0.022 


3917 


AJ404228 


Saccharomyces douglasii mitochondrial tRNA gene cluster 


0.21 


3918 


XM 027223 


Homo sapiens hypothetical gene supported by AK021954 
(LOC89916), mRNA 


0.61 


3919 


AJ011641 


Arabidopsis thaliana (ecotype Columbia) spl8 gene, exons 1-3 


2 


3920 


AF020725 


Gallus gallus unoccupied integration site for endogenous ALV-type 
retroviral element ev-B2 


2 


3921 


AL157825 


Human DNA sequence from clone RP11-518C21 on chromosome 
Xql3.2-21.1, complete sequence [Homo sapiens] 


1.2 


3922 


AF203676 


Myotis myotis microsatellite H23 sequence 


0.2 


3923 


XM 010734 


Homo sapiens smg GDS-ASSOCIATED PROTEIN (Kifap3), mRNA 


0.66 


3924 


AF056048 


Heterodera glycines beta-l,4-endoglucanase-3 precursor (eng-3) gene, 
promoter and complete cds 


0.026 


3925 


XMJH2676 


Homo sapiens hypothetical protein MGC4618 (MGC4618), mRNA 


2.2 


3926 


AL359750 


Human DNA sequence from clone RP11-24A10 on chromosome 13, 
complete sequence [Homo sapiens] 


0.024 


3927 


NM 019054 


Homo sapiens hypothetical protein MGC5560 (MGC5560), mRNA 


2E-31 


3928 


AL023845 


Caenorhabditis elegans cosmid Y51B9A, complete sequence 


0.25 


3929 


BC001781 


Homo sapiens, ribosomal protein L44, clone MGC.2064 
IMAGE:3353669, mRNA, complete cds 


7E-43 


3930 


AK004553 


Mus musculus adult male lung cDNA, RIKEN full-length enriched 
library, clone: 1200002022, full insert sequence 


0.51 


3932 


X17339 


Dengue-2 virus NS1 gene for noristractural protein (patient M2) 


0.23 


3933 


AE004278 


Vibrio cholerae chromosome I, section 186 of 251 of the complete 
chromosome 


0.35 


3934 


U41064 


Drosophila melanogaster putative extracellular ligand trunk gene, 
complete cds 


0.53 


3935 


AF005900 


Homo sapiens alpha2B-adrenergic receptor (alpha2C2AR) gene, 
complete cds 


5.2 


3936 


AK024599 


Homo sapiens cDNA: FLJ20946 fis, clone ADSE01819 


5 
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3937 


K00489 


human enkephalin gene, intron c (3' end) and 3* flank 


0.24 j 


3938 


U92545 


Gallus gallus tubby-like protein (TULP1) mRNA, complete cds 


1.8 


3939 


Z69363 


Human DNA sequence from cosmid L60G9B, Huntington's Disease 
Region, chromosome 4pl6.3 contains ESTs 


0.55 


3941 


U82516 


Dictyostelium discoideum random slug cDNA22 protein (rsc22) 
mRNA, complete cds 


1.8 


3942 


NM 026077 


Mus musculus RIKEN cDNA 3 1 10040N1 1 gene (3 1 10040N1 IRik), 
mRNA 


e-107 


3943 


AF241235 


Homo sauiens Na+ K+-ATPase gamma-^iibiiiiit (FXYD2} eene 
alternatively spliced isoforms 1 and 2, exons 1 through 6 and 
complete cds 


0.00002 


3944 


M38180 


Human 3 -beta-hydroxy steroid dehydrogenase/delta-5-delta-4- 
isomerase (3-beta-HSD) gene, complete cds 


0.64 


3945 


AJ275020 


Homo sapiens partial FAH gene for fumarylacatoacetate hydrolase, 
intron 10 


0.71 


3946 


AB042198 


Mus musculus mac25 gene promoter and exon 1, partial cds 


1.9 


3947 


AF082520 


Cryptosporidium parvum Hsp60 gene, partial cds 


0.68 


3948 


Z48051 


Rsapiens gene for myelin oligodendrocyte glycoprotein (MOG) 


0.71 


3949 


AF269768 


Staphylococcus epidernudis strain SRI clone step. 1023b09 genomic 
sequence 


0.59 


3950 


AK022181 


Homo sapiens cDNA FLJ12119 fis, clone MAMMA1000092 


0.62 


3951 


AF186889 


Chlosyne janais 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.056 


3952 


AB026544 


Hyoscyamus niger trl gene for tropinone reductase-I, complete cds 


0.17 


3954 


M32666 


Homo sapiens ITGB3 gene, intron 1, partial sequence 


2 


3955 


Z72888 


S.cerevisiae chromosome VH reading frame ORF YGR103w 


0.009 


3956 


AB038979 


Homo sapiens gene for caspase-10, exon 11 and complete cds 


0.001 


3958 


AF148987 


Legionella fallonii macrophage infectivity potentiator (mip) gene, 
partial cds 


0.075 


3959 


AF159173 


Gallus gallus structural muscle protein titin mRNA, partial cds 


1.2 


3960 


U34931 


Mycoplasma pulmonis FtsZ (ftsZ) gene, complete cds, methionyl- 
tRNA synthetase (metG) gene, partial cds 


0.21 


3961 


AF072439 


Rattus norvegicus zinc-finger protein-37 mRNA, complete cds 


0.58 


3962 


AF079877 


Mus musculus cyclin G2 (Ccng2) gene, complete cds 


0.049 


3963 


X87947 


S.cerevisiae ALG2 gene 


0.024 j 


3964 


BC004730 


Mus musculus, proteasome (prosome, macropain) subunit, beta type 
10, clone MGC:5837 IMAGE:3583052, mRNA, complete cds 


6.8 


3965 


BC010610 


Homo sapiens, clone IMAGE:4214515, mRNA, partial cds 


2E-I1 


3966 


AK012050 


Mus musculus 10 days embryo cDNA, RIKEN full-length enriched 
library, clone:2610319A01, full insert sequence 


e-144 


3967 


BC000240 


Homo sapiens, chromosome 4 open reading frame 1, clone 
IMAGE:3352004, mRNA j 


1.9 


3969 


AE007346 


Streptococcus pneumoniae section 29 of 194 of the complete genome 


4.4 
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3970 


AK021969 


Homo sapiens cDNA FLJ11907 fis, clone HEMBB 1000059 


0.005 


3971 


U05765 


Human annexin V (ANX5) gene, exon 7 


4.9 


3972 


S68117 


rPLP-A=prolactin-like protein A {5' region, exon 1, intron 1} [rats, 
Genomic, 1187 nt] 


0.11 


3973 


AL358852 


Human DNA sequence from clone RP1-317N9 on chromosome 6, 
complete sequence [Homo sapiens] 


0.18 


3974 


[ M26221 


African green monkey origin of replication (ORS8) region 


0.01 


3975 


M22064 


Mouse MHC class I Lyt-2-a gene encoding lyt-2.1 T-cell surface 
alloantigen, complete cds 


0.71 


3976 


AY039917 


Arabidopsis thaliana putative wall-associated kinase 1 (F16F4.6) 
mRNA, complete cds 


3.5 


3977 


U67488 


Methanococcus jannaschii section 30 of 150 of the complete genome 


0.021 


3979 


XM_027089 


Homo sapiens N-acetylated alpha-linked acidic dipeptidase 2 
(NAALAD2), mRNA 1 


1E-09 


3980 


AF062751 


Manduca sexta soluble guanylyl cyclase beta-1 subunit mRNA, 
complete cds 


0.53 


3981 


AP000214 


Homo sapiens genomic DNA, chromosome 21q22.1, D21S226-AML 
region, clone f43Dll-119B8, segment 12/12, complete sequence 


0.0003 


3982 


AF360278 


Arabidopsis thaliana putative MLH1 protein (AT4g09140) mRNA, 
complete cds 


0.0001 


3983 


AF187968 


2 Homo sapiens concentrative nucleoside transporter (CNT1) gene, 
exon 2 


0.085 


3984 


AY032741 


Drosophila melanogaster HJMS. Beagle transposon long terminal 
repeat, complete sequence; and heat shock protein Hsp70Ab gene, 
promoter and partial cds 


0.6 


3985 


NM_008697 


Mus musculus ninein (Nin), mRNA 


4 


3986 


AB055369 


Macaca fascicularis brain cDNA, clone:QflA-12661 


0 


3987 


X15999 


Kluyveromyces lactis mitochondrial tRNA-Val, COH and COI 
(partial) 


0.023 


3988 


AC008855 


Homo sapiens chromosome 5 clone CTD-2178M23, complete 
sequence 


0.56 


3989 


X79482 


Lpunctatus Immunoglobulin mu heavy chain gene 


0.00007 


3990 


AF051289 


Dalbulus charlesi NADH dehydrogenase subunit 1 gene, 
mitochondrial gene encoding mitochondrial protein, complete cds 


0.072 


3991 


BC004382 


Homo sapiens, clone IMAGE:3640982, mRNA, partial cds 


e-147 


3992 


XM 041432 


Homo sapiens hypothetical gene supported by AL1 17603 
(LOC9 1908), mRNA 


1.3 


3993 


NM 027142 


Mus musculus RIKEN cDNA 2310012P17 gene (2310012P17Rik), 
mRNA 


0.027 


3994 


AB022673 


Oryza sativa rpll2-l gene for chloroplast ribosomal protein L12, 
complete cds 


0.69 


3995 


AB009987 


Bombyx mori nuclear polyhedrosis virus gene for putative DNA- 
directed RNA polymerase component lefB, complete cds 


0.2 


3996 


NM 000144 


Homo sapiens Friedreich ataxia (FRDA), mRNA 


0.008 
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SEQ ID 
NO 


ACCESSN 

flwvl »t.T Oil 




P VALUE 


3997 




Homo sapiens LBP protein; likely ortholog of mouse CRTR-1 (LBP- 

IlLTvlNrA. 


0.58 


3998 




DfQFn/Vi fidmio niltninr T^jl_ _ll Anil - - Ami TWf « 11 _ 1 . • « 

rsrassica napus cuitrvar uarmor Aril gene, AP3 1-DN allele, partial 
cds 


2 


3999 


Z72888 


S.cerevisiae chromosome VII reading frame ORF YGR103w 


0.008 


4000 


AT S 19660 


Human jjjna sequence trom clone RP1 1-353M9 on chromosome 10, 
uuiupicic sequence [xiuino sapiens j 


5.3 


4001 


AF190111 

ill 17U1J1 


r^lnnitifT fra/«tnr *t\/ir^inC V><ar si-en <m-.r«-I»t 13 -- — - * - ' C /"t_ 1_ \ 

Cloning vector p vuzio nygromycui-i3 -phosphotransferase (hph) 

nrpnp rTlTTtnlptP fHc 
gtllC, WUHJJJICLC UIl> 


1.7 


4002 


AJ132557 


Oryctolagus cuniculus CYP19 gene, ovarian promoter region 


0.069 


4003 


AB001901 


HVvmn entvipne l^Af^RA im»ti*> avnn 4._T 
ixuxiiu oapicua rnuiiT gCllG, CXUIl 4- / 


4 


4004 


AE006784 


uuuuiuuua ouuduu i^uj dcwuuii i*t j oi z, / z, oi Luc conipicis genome 


a in 

O.ly 


4005 


XM_049237 


Homo sapiens KIAA0841 protein (KIAA0841), mRNA 


1.7 


4006 


AF1 07676 


A p/lpp QPOimfj pinna W fx TTrt-f lot fomi'lir /\f CTXTUC 

/\cuc2» acgypu cione **io reuai iamuy oi ol^Eo 


0.54 


4007 


AB053857 


TT virus gene for ORF1, partial cds, cloneJPd-10-3 


0.24 


4008 


AC078798 


Homo sapiens J u AC f ACoor 1 1 (Roswell Park Cancer Institute 
Human BAC Library) complete sequence 


5 


4009 


NM" 0960A0 


mus muscuius KJJvbJN cujna 2olU03oK01 gene (2810036K01Rik), 

mDXTA i 
IIllviNA 


2E-33 


4011 


YU 007100 


nomo sapiens ujsx zd>io*Hvi 14- protein (L/Jvrz*r4J41viI4), mKNA 


4E-08 


4012 


A VO? 1 071 


Oryza sativa microsatellite MRG4298 containing (TA)X104, closest 
lo manner oiuozu, genomic sequence 


0.0009 


4013 


AT30010Q7 


Fniitfly strain g20 mitochondrial DNA, A+T-rich region, partial 
sequence 


0.000003 


4014 


AJ000682 


Bos taurus PPARG gene, intron 1, 5* 


0.1 


4015 


AE001504 


Helicobacter pylon, strain J99 section 65 of 132 of the complete 
genome 


0.64 


4016 


NM 031442 


nomo sapiens nypotneucal protem DKFZp76lJl7l2l 
(DKFZP76U17121), mRNA 


0.007 


4017 


U10698 


Rattus norvegicus liver microsomal carboxylesterase mRNA, complete 
cds 


0.21 


4018 




LTftnin rim OTIC fUltQ+ivrA r*\\ lnn/4a nlinnnol <va«a /PT i r * r KT/C\ 1/1 1 C 

nomo sapiens putative cmonae cnannei gene (LX.CN0), exons 14, 15, 

16 and 17 


1.7 


4019 


NM 010657 


iviub mubumus Kappa is ana kss recogmuon component (ivrc}, mKNA 


0.17 


4020 


AY021100 


vjryza sauva microsateiute ivikijj42D containing (l AjAty, closest to 
marker L246, genomic sequence 


4.7 


4021 


U43092 


Rattus norvegicus surfactant protein-A (SP-A) gene, complete cds 


0.9 


4022 


XM 050127 


Homo sapiens oligophrenin 1 (OPHN1), mRNA 


0.64 


4023 


AE005576 


Escherichia coli 0157:H7 EDL933 genome, contig 3 of 3, section 195 
of 290 


0.45 


4024 


AF288693 


Mus muscuius Ubell (Ubell) gene, partial cds 


0.0008 


4025 


AF203748 


Taphozous sp. Brcal (Brcal) gene, partial cds 


5.6 
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4026 


AF179234 


Homo sapiens short-chain dehydrogenase/reductase 1 (SDR1) gene, 
exon 1 


0.56 


4027 


AF163735 


Dlicium parviflorum internal transcribed spacer 1, 5.8S ribosomal 
RNA gene, and internal transcribed spacer 2, complete sequence 


0.62 | 


4028 


NM_026233 


Mus musculus RJKEN cDNA 4933434120 gene (4933434I20Rik), 
mRNA 


6.5 


4029 


AL031426 


Human DNA sequence from clone CTA-191D12 on chromosome 
22ql3.1 Contains two exons of the APOL2 gene for apolipoprotein L 
2, ESTs and GSSs, complete sequence [Homo sapiens] 


0.000001 


4030 


AM UUol4o 


Homo sapiens myeloid/lymphoid or mixed-lineage leukemia (trithorax 
(Drosophila) homolog); translocated to, 6 (MLLT6), mRNA 


0.63 


4031 


ArUU/yU4 


Chaetopterus variopedatus histone H4 and histone H2 A genes, 
complete cds 


0.009 


4032 


AM UDIJDJ 


Homo sapiens C-type (calcium dependent, carbohydrate-recognition 
domain) lectin, superfamily member 5 (CLECSF5), mRNA 


0.69 


4033 


US8154 


Homo sapiens proline and glutamic acid rich nuclear protein isofbrm 
mRNA, partial cds 


0.074 


4034 


AC023838 


Arabidopsis thaliana chromosome IE PI MJM20 genomic sequence, 
complete sequence 


0.2 


4035 


X15894 


Sinapsis alba cab-1 gene for chlorophyll aft-binding polypeptide 


0.1 


4036 


X54742 


Nicotiana plumbaginifolia beta-(l,3)-glucanase gene for a vacuolar 
isoform 


1.8 


4037 


NM 017590 


Homo sapiens hypothetical protein DKFZp434K0920 
(DKFZp434K0920), mRNA 


0.13 


4038 


T TOO A 

U 92482 


Equus caballus interleukin-1 receptor antagonist (EqlL-IRA) mRNA, 
complete cds 


0.38 


4039 


U47540 


Aspergillus nidulans nitrogen regulatory protein (tamA) gene, 
complete cds 


0.18 


4040 


AK001076 


Homo sapiens cDNA FLJ10214 fis, clone HEMBA1006530 


0.0000009 


4041 


AC002049 


Homo sapiens Chromosome 22qll.2 Cosmid Clone 107d7 In BCRL2- 
GGT Region, complete sequence 


13 


4042 


U55243 


Dictyostelium discoideum glyceraldehyde-3-phosphate dehydrogenase 
(GAPDH) gene, partial cds 


0.23 


4043 


ZflO /Ul 


K sapiens (D1S218) DNA segment wntaining (CA) repeat; clone 
Ar MID /xe7; smgle read 


0.002 


4044 


AB012733 


RnnflDnGnnTTiTl CPmiHjiTHstlim fVllnrrmloct TTiOtV nana -fXi* rinAcnmml 

maturase, complete cds 


0.024 


4045 


AF034950 


Bos taurus gonadotropin hormone receptor (GnRH) gene, partial cds 


0.22 


4046 


AJ307017 


Mus musculus mRNA for putative ubiquitin-specific protease (Usp9y 
gene) 


1.7 


4047 


AE001159 


Borrelia burgdorferi (section 45 of 70) of the complete genome 


0.89 


4048 


AF239215 


Forficula auricularia microsatellite FA2 sequence 


0.0002 
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4049 


AP000249 


Homo sapiens genomic DNA, chromosome 21q22.1, D21S226-AML 
region, clone:B762015, complete sequence 


1E-18 


4050 


AP000249 


Homo sapiens genomic DNA, chromosome 21q22.1, D21S226-AML 
region, clone:B762015, complete sequence 


2E-18 


4051 


AF355470 


Mus musculus cysteine dioxygenase gene, exon 2 


0.61 


4052 


BC010739 


Homo sapiens, hypothetical protein FLJ12612 similar to COP9 
(constitutive photomorphogenic), subunit 7b (Arabidopsis), clone 
MGC: 16836 IMAGE: 3 893022, mRNA, complete cds 


4.5 


4053 


AK016525 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4932415G12, full insert sequence 


1.5 


4054 


AJ237609 


Borrelia recurrentis vmpAl gene, silent copy 


1.8 


4055 


U00038 


Caenorhabditis elegans cosmid T21D11, complete sequence 


4.3 


- 

4056 


AF268053 


Candidates Carsonella ruddii natural-host Tainarys sordida RNA 
polymerase beta subunit (rpoB) and RNA polymerase beta-prime 
subunit (rpoC) genes, partial cds 


0.067 


4057 


AC016694 


Homo sapiens BAC clone RP1 1-123G1 from Y, complete sequence 


0.2 


4058 


AK019557 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4930402H05, full insert sequence 


0.15 


4059 


AF233898 


Escherichia coli strain KI1218 BfpA (bfpA) gene, partial cds 


0.063 


4060 


AK026269 


Homo sapiens cDNA: FLJ22616 fis, clone HSI05164 


5.7 


4061 


Z80362 


H sapiens HLA-DRB pseudogene, exon 1; 


1.7 


4062 


XM 046282 


Homo sapiens hypothetical gene supported by AK026722 
(LOC92635), mRNA 


0.007 


4063 


U83303 


Human line-1 reverse transcriptase gene, partial cds, and granulocyte 
chemotactic protein-2 (GCP-2) gene, complete cds 


5E-12 


4064 


AF276169 


Scaphirhynchus platorynchus microsatellite Spl-100 sequence 


0.074 


4065 


AF156797 


Mus musculus ATP synthase coupling factor 6 gene, 5' UTR; and 
GABP-alpha subunit gene, promoter and 5* UTR, partial sequence 


1.2 j 


4066 


AF1 10420 


Mus musculus hoTgN37INRA locus sequence 


4E-10 


4067 


AK021659 


Homo sapiens cDNA FLJ11597 fis, clone HEMBA1003856 


6E-10 


4068 


AL5 12724 


Homo sapiens mRNA; cDNA DKFZp547M202 (from clone 
DKFZp547M202) 


0.2 


4069 


S54531 


L-plastin {exon 1, promoter} [human, Genomic, 3231 nt] 


0.023 


4070 


L02110 


Mus musculus proviral retroviral insertion in the cGMP- 
phosphodiesterase (rd beta PDE) gene, intron 1, with the proviral 
insert encompassing the env pseudogene (3* end) and 3' LTR 


2.1 


4071 


XM_015244 


Homo sapiens ring finger protein 21, interferon-responsrve (RNF21), 
mRNA 


1.5 | 


4U ll 


AK015420 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4930448I18, full insert sequence 


0.003 


4073 


U67583 ] 


Methanococcus jannaschii section 125 of 150 of the complete genome 


0.021 


4074 


X05640 ] 


Mouse NF-M gene for middle-molecular-mass neurofilament protein 


0.072 
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SEQED 
NO 


ACCESSN 


DFSCRTP 


P VAT TTF 
XT V/vL(UXj 


4075 


DO 1021 


Anthocidaris crassispina mRNA for dynein beta-heavy chain, 

eonvnlete ct\<t 


u.oi 


4076 


XM 029072 


Homo sapiens LOC89256 (LOC89256), mRNA 


0.006 ! 


4077 


NM 017757 


Homo sapiens hypothetical protein FTJ20307 (FLJ20307), mRNA 


0.26 


4078 


AF145592 


Nicotiana tabacum calcniin/calmodulin-dependent protein kinase 
(CCaMK) gene, exons 


0.002 


4079 


r\r j o**y /u 


/\raoiaopsis inaiiana somanc emDiyogenesis receptor-iiKe Kinase j 

/C < Crpif2\ mPM A fYinmlpfp r»He 
^oElvPO ^ UltVlNrV, UUIlipiCLC eub 




4080 


AF238313 


l^iuiyusieiiuiu uikwjiucuiu ucvciupineniai piuicin ukjivj i i\Jj i ) 
gene, partial cds 


0.2 


4081 


NM 012519 


xvarxus norvegicus t^rr^v caimouuiin-uepenaeni protein Kinase n, aeita 
subunit (Camk2d), mRNA 


0.071 


4082 


AT ^QfnftA 


rfuman una sequence iroin cione Kri i-_j4yAio on cnromosome 
•aajzz. j-zh, cuinpicic bcquciicc [noino sapiens j 


U. 1 1 


4083 




Unfttrt compile 1 1 t% 1 ^ ^ r*lr»n*» T f\£T1 1 A niWinl connan/v> 

xiuiuo adpiciib xipij.j uione LAjrii lj\ pamai sequence 


U.i / 


4086 


XM 034197 


Homo sapiens KIAA1505 protein (KIAA1505), mRNA 


e-153 


4087 


ACrUU / Z DD 


Sinorhizobium meliloti plasmid pSymA section 61 of 121 of the 

/v\mntato nlonni/l caAiion/*a 

compidc pidsnua. sequence 


J.** 


4088 


xiCWOJ OO 


Streptococcus pyogenes Ml GAS strain SF370, section 115 of 167 of 
me uuiiipicLC genuine 


l.O 


4089 


AF391284 


Homo sapiens lip 15.5 cloneLOHUA, partial sequence 


0.14 


4090 


TTA1 SAO 


vsacnornauuiub eiegans cosnuu Fzzr i 


U.UO 3 


4091 


ATT? "3 1 'IfJL 


Pseudosyrnblephans schirnperiana tRNA-Leu, partial sequence; trnL- 
trnF intergenic spacer, complete sequence; and tRNA-Phe, partial 1 
acqueuLe, uiuoropia&i genes 101 umoropiasi prooucis 


U.uOO 


4092 


-A1V1_UU J 1 J I 


nuino bdpicio wuroiuduu acccsdiuuiiy complex i ^i^xii\/\L^i/, uuvinm. 


U. J7 


4093 


vnur 09S090 
injvi_vz j yzy 


Mus musculus RIKEN cDNA 2010109103 gene (2010109I03Rik), 


C 1 


4094 


j\oZ /o*f 


\j. uiscoiaeum iuivjna ior caicium oinaing proiein 


n nnnni 

U.UUl/Ul 


4095 


TTnASOd 
UUH-jZ** 


Caedibacter taeniospiralis 47 R body synthesis and assembly (rebA 

ieO-D, icuv^, leou ^ genes, conipicic cus 


U.JO ' 


4096 


XM 050063 


Homo sapiens B-ceil CLL/lymphoma 9 (BCL9), mRNA 


0.075 


4097 


yu 0^7/^sn 


xiomo sapiens synaecan i ypuK^i), rntuNA 


Z 


4098 




Homo sapiens retinitis pigmentosa GTPase regulator (RPGR) gene, 

CaUU V_/JcvT 1 J pcu Uoi uua 




4099 


L05466 


Pneumocystis carinii beta-tubulin gene, complete cds 


0.009 | 


4100 


Z69723 


Human DNA seauence from cosmid U238E5 between markers 
DXS6791 and DXS8038 on chromosome X 


0.18 


4101 


D83657 


Human DNA for CAAF1 (calcium-binding protein in amniotic fluid 
1), complete cds 


5E-30 


4102 


AL1 17050 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


2.1 


4103 


AE004168 


Vibrio cholerae chromosome I, section 76 of 251 of the complete 
chromosome 


2.3 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


4104 


BC007114 


Homo sapiens, clone IMAGE:4295422, mRNA 


0.22 


4105 


D13859 


Penicillium chiysogenum mitochondrion genes for rRNA, tRNA and 
S5 ribosomal protein, complete cds 


0.75 


4106 


AF137068 


Canis familiaris cubilin (CUBN) mRNA, complete cds 


! 4.3 


4107 


AK012387 


Mus musculus 11 days embryo cDNA, RKEN full-length enriched 
library, clone:2700047H13, full insert sequence 


0.38 


4108 


NC 001942 


Mycoplasma arthritidis bacteriophage MAV1, complete genome 


0.12 


4109 


AF333431 


Homo sapiens psendo attP site psiD, partial sequence 


0.45 


4110 


AF305628 


Cubitermes subarquatus microsatellite P19 sequence 


0.68 


4111 


D10997 


C.ellipsoidea rbcL, rpsl4, trnM, trnG, trnD, trnS, rps4, atpE, atpB 
genes, complete cds 


1.8 


4112 


Z99704 


Human DNA sequence from clone LL22NC01-75B8 on chromosome 
22 Contains GSSs, complete sequence [Homo sapiens] 


0.005 


4113 


XM 016579 


Homo sapiens androgen-induced prostate proliferative shutoff 
associated protein (KIAA0979), mRNA 


1.6 


4114 


NM_008149 


Mus musculus glycerol-3-phosphate acyltransferase, mitochondrial 
(Gpam), mRNA 


5.5 


4115 


XM_036116 


Homo sapiens KIAA0594 protein (KIAA0594), mRNA 


e-144 


4116 


XM 030510 


Homo sapiens microfibrillar-associated protein 2 (MFAP2), mRNA 


2.4 


4117 


AB010203 


Leptospira interrogans gene, 19kb region containing 5S rRNA gene 


1.4 


4118 


XMJ)07094 


Homo sapiens collagen, type IV, alpha 1 (COL4A1), mRNA 


1.9 


4120 


AF124049 


Fugu rubripes double stranded RNA adenosine deaminase RED IB 
gene, complete cds 


0.066 


4121 


AY007236 


Pneumocystis carinii pheroraone receptor a mRNA, complete cds 


0,53 


4122 


AF307966 


Aptostichus simus clone PD1 16S ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


2 


4123 


AJ001022 


Marmata monax mRNA for tumor suppressor, p53 


1.3 


4124 


AF239469 


Polycycnis gratiosa maturase (matK) gene, partial cds; chloroplast 
gene for chloroplast product 


0.65 


4125 


X75675 


C.parapsilosis mitochondrial ND6 and ND1 genes 


0.00001 


4126 


AF335589 


Glycine max chitinase class I (Chial) and hypothetical protein genes, 
complete cds 


0.0003 


4127 


U33175 


Oryza sativa sucrose phosphate synthase gene, complete cds 


6.4 


4128 


AB028198 


Arabidopsis thaliana ZF14 mRNA, complete cds 


0.008 


4129 


AF372653 


Heteropneustes fossilis prolactin hormone (PRL) mRNA, complete cds 


1.3 


4130 


M63955 


S.oedipus MHC class I SO-NI gene 


0.6 


4131 


BC003238 


Mus musculus, protein kinase, cAMP dependent, catalytic, alpha, 
clone MGC:6169 1MAGE:3497908, mRNA, complete cds 


0.22 


4132 


AJ001688 


Homo sapiens NKG2D gene, exons 6-9 


0.67 


4133 


D10872 


Humam h NAT allele 3-2 gene for arylamine N-acetyltransferase 


0.016 
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SEQID 
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P VALUE 


4134 


AF049877 


Cotesia congregata EP1 locus with complete integrated Cotesia 
congregata virus EP1 circle and partial integrated A circle 


0.19 


4135 


Y15783 


Rickettsia prowazekii groESL gene 


0.3 


4136 


Y00354 


Xenopus laevis gene encoding vitellogenin A2 


0.077 


4137 


NC 001950 


Scyliorhinus canicula mitochondrion, complete genome 


! 0.019 


4138 


AF266048 


Macro mia splendens small subunit ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.42 


4139 


AL035426 


Human DNA sequence from clone 370N13 on chromosome Xq25- 
26.3. Contains an exon of the GRIA3 gene for glutamate receptor, 
ionotrophic, AMPA 3. Contains ESTs, complete sequence [Homo 
sapiens] 


0.0006 


4140. 


AFO 18434 


Mus musculus long-chain acyi-CoA dehydrogenase (Acadl) gene, 
intron 1 


6.4 


4141 


AF309654 


Mus musculus U2AF small subunit-related protein (U2afl-rsl) gene, 
complete cds 


0.64 


4142 


AJ009913 


Bos taurus pip gene 


2.1 


4143 


XMJ)28213 


Homo sapiens up-regulated by BCG-CWS (LOC64116), mRNA 


0.078 


4144 


U67550 


Methanococcus jannaschii section 92 of 150 of the complete genome 


0.081 


4145 


AB037771 


Homo sapiens mRNA for KIAA1350 protein, partial cds 


0 


4146 


AP001438 


Homo sapiens genomic DNA, chromosome 21q22.2, clone:T695, 
LB7T-ERG region, complete sequence 


0.009 


4147 


U88995 


Callithrix geoffroyi clone CGE85 mitochondrial D-loop, partial 
sequence 


0.57 


4148 


AE007343 


Streptococcus pneumoniae section 26 of 194 of the complete genome 


1.9 


4149 


Z83832 


Avena sativa mRNA for UDP-glucosersterol glucosyltransferase 


0.072 


4150 


BC007664 


Homo sapiens, hepatocellular carcinoma-associated antigen 59, clone 
MGC:866 IMAGE: 3 140172, mRNA, complete cds 


0 


4151 


NM 002577 


Homo sapiens p21 (CDKNlA)-activated kinase 2 (PAK2), mRNA 


5E-39 


4152 


XM 040120 


Homo sapiens ADP-ribosylation factor GTPase activating protein 1 
(ARFGAP1), mRNA 


2.1 


4153 


NM 031511 


Rattus norvegicus Insulin-like growth factor II (somatomedin A) 
(Ig£2), mRNA 


0.024 


4154 


XM 049817 


Homo sapiens Sec23 -interacting protein pl25 (P125), mRNA 


1.8 


4155 




Homo sapiens, clone MGC: 13350 IMAGE:4333615, mRNA, 

rrtmrtlptp pHc 
wOuipiClC \AAb 


i 

V.vUULH/H- 


4156 


AJ222787 


Hordeum vulgare mRNA for alpha-keto acid dehydrogenase-like 
protein, clone RG136 


0.075 


4157 


AL021306 


Human DNA sequence from clone CTB-1 109B5 on chromosome 22 
Contains a GSS, complete sequence [Homo sapiens] 


0.000001 


4158 


AF315813 


Norwalk virus (Hu/NLV/OC96065/1996/JP) polymerase gene, partial 
cds 


0.71 
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SEQID 
NO 
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DESCRIP 


P VALUE 


4159 


AE001407 


PlflQTnoHiiiTn falpiTViTTiTn phfYvmncnmp 0 cprtinn 4-4 nf 7^ rvfffiA 

1 iOOllll/VXlUlll J.CUWJJ01 LU1X vm UillUoUlXlv X>, bCULXUii TT UX ID UX II 1C 

complete sequence 


0.0008 


4160 


U32706 


Haemophilus influenzae Rd section 21 of 163 of the complete genome 


0.6 


4161 


AF293663 


Anopheles culicifacies 12S ribosomal RNA gene, partial sequence; 

mitnnhnnrii'isl pnntrnl tacti/mi ^mnnlAfp cpmipnrv>* nnA *T? XT A Tla nana 

liuiuwiiuiiuiiai lAjiiuui i^jgioiL, bumpicic sequence, diiQ uviN A-ne gene, 

ycLi U.CLL ovijuwu\a*, ixu ii/wxiuxiuxiax gwiiwo x\ii iixiiuwxxixixuxiax jsluuiXvLft 


u.uoo 


4162 


XM 037617 


Wrvmn canipnc Z)re*t\/\ -C*ru-*n wmp A raThnwlocA alnVia f AC* Af* A\ 
nuxiiu bapiciis dLCiyi-v^uciiz.^mc a wuvuxyiasc dip nil \r\v^A^r\J, 

mRNA 


JE("JJ 


4163 


AF305712 


Bos taurus insulin-like growth factor binding protein-3 (IGFBP3) 
ffene complete cd^ 

gwilV) WUI^/lvLv VUJ 




4164 


AK018618 


Mus musculus adult male cecum cDNA, RIKEN full-length enriched 
libra rv clone*9110014K20 fiill insert sefinenre 1 


0 68 

U.vO 


4165 


Y00354 


Xenonus laevis ffene encoding vitellogenin A9 


0 079 


4166 


M61827 


Human leukosialin (CD43) gene, complete cds 


2.2 


4167 


M64861 ! 


D discoideum TFTTD mRNA comnlete cris 


0 066 


4169 


AB028894 


\4iic mucniluc Unci 1 TT^S ctptk^c -fnr HHncnmnl -nrAtAin 1 an/1 

IVXUo XlXUawllXlXo XxX/dXX, UJJ gCllwo XV/X XlUUoUXllClX LXlULvXlX Oil dilU UJJ 

snoRNA, complete cds and sequence 


0.6 


4170 


XMJ)03974 


Homo sapiens hypothetical protein FLJ1 1 159 (FLJ1 1 159), mRNA 


0.68 


4171 


AF100658 


Paenorhahdiris e1epan<; rocmiH TIORCiOl 




4172 


AF1 15645 


OCiXlXllX XlXUXlXl<CUa IlldUll daC IV \lllalXVJ gCUC, pax Udl COS, OlXLUiUpidSl 

gene for chloroplast product 


0.0001 


4173 


AF064029 


T-Telianthiic tiihem<ai<5 lerfin 1 rrTRMA mmnlpte pHc 


n 1 1 


4175 


AF093754 


Arabidopsis thaliana trans-membrane nitrate transporter protein 
AtNRT2*l mRNA corrmlete cd<i 




4176 


M14292 


Human LIHeg repetitive element from the intergenic region of the 
epsilon and G-gainma globin genes 


2E-08 


4177 


NM 013564 


Mus musculus insulin-like 3 (Insl3), mRNA 


0.067 


4178 


AF218815 


l^ULUllllA JaJJUlXlLd. CdXXjr lCbpulXbt lO 11CUTU1 lUUUCUOIl X_/X\1NX ^IZdvLN 1 ) 

mRNA, partial cds 


0.21 


4179 


U67616 


Tinman 0 rtVtncAmal tD"\T A ncAii/lnitAriAe anH alii ronpot vvxrirtn 
nil HI fill ZOO llUUhUlXldX XvlNA. pacUUOgCIlCS aHQ alU repeal iCglUU 

sequence 


6E-20 


4180 


AJ297945 


TTforilriti cn A t*T1 /«nmftr* nlocmirl WP/"\1 1 /'YD 17 A U I^ArC A 17 nana Ani7 

rranKia sp. atij crypuc pxasmia pryji UKr at, Koro/vr gene, vjkt 

CrF, ORF DrF, repF gene, ORF FrF, ORF GF, ORF HF, ORF JF, 

ORF KrF ORF T rF ORF MF ORF NrF ORF OF ORF PrF narAF 
vxvr xvxx j v-zxvx x-fix 1 , uiu xvxr, \jj\r i^ixx?, Kfr f wxvi x xx , pax/\r 

gene and ORF SrF 


0.68 


4181 


AB035429 


Homo sapiens AGL gene for glycogen-debranching enzyme, exon 14 


0.62 


4182 


AE006774 


Sulfblobus solfetaricus section 133 of 272 of the complete genome 


0.063 


4183 


U38803 


Dictyostelium discoideum vacuolar proton ATPase 100-kDa subunit 
(vatM) mRNA, complete cds 


0.025 


4184 


U78096 


Human macrophage colony stimulating factor receptor (c-fms) gene, 
exon 1 A, 2 and partial cds 


0.0001 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


4185 


X57037 


T.thermophila G8-scRNA DNA 


5.7 


4186 


AJ001005 


Picea abies chloroplast DNA for rbcL pseudogene 


0.67 


4187 


XM 048652 


Homo sapiens Apobec-1 complementation factor, APOBEC-1 
stimulating protein (AGE 7 ), mRNA 


4E-12 


4188 


Y07654 


P.crispum pall gene 


0.24 


4189 


Z78708 


Rsapiens flow-sorted chromosome 6 Hindm fragment, SC6pA14H12 


1E-28 


4190 


AE002143 


Ureaplasma urealyticum section 44 of 59 of the complete genome 


2.1 


4191 


AF247729 


Oncorhynchus mykiss glucose transporter IB mRNA, partial cds 


1.8 


4192 


Z72929 


S.cerevisiae chromosome VII reading frame ORF YGR144w 


0.003 


4193 


M87754 


Human simple repeat polymorphism 


0.081 


4194 


AL021809 


S.pombe chromosome I cosmid c25A8 


0.026 


4195* 


D12820 


Rat mRNA for GUST27 protein, complete cds 


3.7 


4196 


M60352 


Mouse testosterone 16a-hydroxylase type b (16aoh-b), exon 1 


4.7 


4197 


XM 007360 


Homo sapiens hepatocyte nuclear factor 3, alpha (HNF3A), mRNA 


0.95 


4198 


Z36064 


S.cerevisiae chromosome II reading frame ORF YBR195c 


0.52 


4199 


AK023959 


Homo sapiens cDNA FLJ13897 fis, clone THYRO1001706 


0.49 


4200 


U48298 


Dictyostelium discoideum rtoA gene, complete cds 


0.68 


4201 


L47461 


Heterodontus francisci tcr beta gene 


1.6 


4202 


AB041023 


Humulus lupulus DNA, 18S-26S intergenic spacer, complete sequence 


0.0008 


4203 


AF1 18226 


Hordeum vulgare high pi alpha-glucosidase (AGL97) gene, complete 
cds 


1.8 


4204 


AF158049 


Platybrachys decemmacula 16S ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.077 


4205 


U63855 


Drosophila virilis decapentaplegic protein (dpp) gene, complete cds, 
haploinsufficient region 


0.2 


4206 


AF248814 


Maoricicada cassiope isolate TB-MI-004 tRNA-Asp gene, complete 
sequence; ATPase subunit 8 gene, complete cds; and ATPase subunit 
6 gene, partial cds; mitochondrial genes for mitochondrial products 


0.023 


4207 


XM_037529 


Homo sapiens KIAA0410 gene product (KIAA0410), mRNA 


0.78 | 


4208 


AF330636 


Plant DNA excision vector pX6-GFP, complete sequence 


0.76 


4209 


AL080235 


Homo sapiens mRNA; cDNA DKFZp586E1621 (from clone 
DKFZp586E1621) 


0.007 


4210 


NM 021262 


Rattus norvegicus Acid phosphatase 1, soluble (Acpl), mRNA 


0.16 


4211 


Ml 1449 


Yeast mitochondrial ori2-ori7 region DNA with putative peptide 


0.25 


4212 


AF211134 


Carsonella ruddii natural-host Ctenarytaina longicauda 16S ribosomal 
RNA gene, partial sequence; 23S ribosomal RNA and 5S ribosomal 
RNA genes, complete sequence; transaldolase (tal) and alkyl 
hydroperoxide reductase small subunit (ahpC) genes, complete> 


0.074 


4213 


AF157293 


Sporodiniella umbellata translation elongation factor 1-alpha (EF- 
lalpha) gene, partial cds 


0.77 
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SEQID 
NO 
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DESCRIP 


P VALUE 


4214 


AL390767 


Human DNA sequence from clone RP1-68P15 on chromosome llpl3- 
14.2 Contains GSSs and ESTs Contains nail of a novel oene 
complete sequence [Homo sapiens] 


0.004 


4215 


XM 004579 


Homo saoiens HGC6 1 1 nrotein (FLGC6 11^ mRNA 




4216 


XM 043964 


Homo sapiens similar to KIAA0220 protein (H. sapiens) (LOC92263), 
mRNA 




4217 


AL390767 


Human DNA sequence from clone RP1-68P15 on chromosome Upl3- 
14.2 Contains GSSs and ESTs Contains nart of a novel een& 
complete sequence [Homo sapiens] 


0.004 


4218 


AF147082 


Homo sapiens gamma-glutamyl hydrolase gene, exons 3 through 7 


0.088 


4219 


AY023560 


Orvza sativa microsatellite MRG5885 containing fTTA^XR closed to 
marker R2561, genomic sequence 


0.026 


4220 


XM 050088 


Homo saDiens hepatocellular carcinoma-a<«nciated annVen 197 
(HCA127), mRNA 


0 007 


4221 


AF131999 


Plasmodium falciparum putative erythrocyte binding protein EBL-1 
(ebl-1) gene, partial cds 


0.68 


4222 


AF008434 


Solanum fendleri farnesyl-protein transferase beta subunit gene, 
intron 10 


0 21 


4223 


AF367267 


Arabidonsis thaliana AT3c26020/MPEl 1 17 mRNA eomnlete rHc 




4224 


XM__006706 


Homo sapiens prirnase, polypeptide 1 (49kD) (PRIM1), mRNA 


7E-12 


4225 


AK004675 

**XmVV ■ V # «S 


A/tiic nnisciiliis adult male lnnff rDNA RTRTFM fiill-lpnoth pririrhpH 

1T1U3 UiUOvUlIU CI U LULL UlCUb lLLLlg Ly-L/L^I^X, X\XC\J~fi.N ALU! lCJll£Ul ClUiVvUvU 

librarv clone* 1200009120 full insert sentience 


V/.v/l / 


4226 


AB026660 


Arabidnn<?i<5 thaliana frenfimin DMA rhmmncnmp S "RAP 
cloneT20O7 

vivii>vi x x#vv^ * 




4227 


AF272387 


Homo sapiens leucine zipper nuclear factor (BLZF1) gene, exon 6 


5E-09 


4228 


L08897 


Mvconlasma ealli^enticnm strain A5Q69i 16^- 91Q- rihncnmnl 
RNA (rrsA, rrlA, rrfA) genes 


0.073 


4229 


Z26314 ; 


P.faJciparurn gene for STARP antigen 


0.008 


4230 


NC 001942 


Mycoplasma arthritidis bacteriophage MAV1, complete genome 


0.18 


4231 


Y18277 


Gallus gallus mRNA for neurobeachin, partial 


3 


4232 


XM 047009 


Homo sapiens pleomorphic adenoma gene-like 2 (PLAGL2), mRNA 


1.8 


4233 


X84729 


S.cereale repeated DNA sequence 


0.21 


4234 


AL513132 


Human DNA sea ue nee from clone RP11-460P6 on chromosome 9 
complete sequence [Homo sapiens] 


0 


4235 


Z71694 


E.herklotsi mitochondrial genes for NADH Dehydroenase subunit 5 
and 6 


0.6 


4236 


Z33215 


Mcapricolum DNA for CONTIG MC294 


0.54 


4237 


X86012 


Human DNA sequence from intron 22 of the factor VIE gene, Xq28. 
Contains the end of a 9.5kb repeated region, int22h-l, involved in 
many cases of haemophilia 


0.0000005 


4238 


AF174355 


Praon barbatum 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.026 
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P VALUE 


4239 


AY039607 


Arabidopsis thaliana AT3g52380/F22O6 240 mRNA, complete cds 


6.1 


4240 


AJ223385 


Fowlpox virus strain HP-440 DNA, isolate FP9, 14.6 kb fragment 


0.000004 


4241 


AF9777R'? 


Daphma crista ta country Lithuania 12S ribosomal RNA gene, partial 
sequence 


1.9 


4242 


IN JVl_vZ J OD\J 


Mus musculus carbohydrate (keratan sulfate Gal -6) sulfotransferase 1 

/'PVictH mPT\JA 
llsllSLlJ, mtviNA 


0.59 


4243 


AJZJOJ77 


Lepilemur septentrionalis genomic fragment, RAPD with primer 
operon \jrrv* t cione ai 


A ^ 

0.2 


4244 


YU 0^174.7 


Homo sapiens eukaryotic translation initiation factor 4 gamma, 2 




4245 


1V1UJ J /U 


rxiuiidii iivtivi-z piuicw gene, exons i,z ano j 


U./ 


4246 




/vraDiuopsis inauana ai jgzouzu/MrJiH__i / rnKJNA, complete cos 


a cn 
0.59 


4247 


AJ294714 


Pichia anomala leu2 gene for beta-isopropylmalate dehydrogenase 


0.17 


4248 


AT jZUOIO 


Mus musculus amnionless precursor protein (Amu) gene, partial cds 


A CT 

0.57 


4249 


AL049609 


S.pombe chromosome HI cosmid c297 


1.8 


4250 




Homo sapiens genomic hybrid Rhesus box 


3.8 


4251 


XM.034693 


Homo sapiens ectodermal dysplasia 1, anhidrotic (EDI), mRNA 


0.2 


4252 




Caprine arthritis-encephalitis virus, complete genome 


1.3 


4253 




Homo sapiens 12q BAC RP11-946G22 (Roswell Park Cancer Institute 
riuman dal j^ioraryj complete sequence 


5.9 


4254 


AF003519 


Paraligoneurus sp. 16S ribosomal RNA gene, partial sequence 


0.024 


4255 


AL049434 


Homo sapiens mRNA; cDNA DKFZp586M151 (from clone 
DKFZp586M151) 


0.0008 


4256 




Triticum aestivum acetyl-CoA carboxylase gene, exons 1-30, complete 
cds 


0.22 


4257 




Oiyza sativa V-ATPase B gene for vacuolar ATPase B subunit, 
complete cos 


1.7 


4258 




Rattus norvegicus small zinc finger-like protein (TTM10) mRNA, 
compieie cos 


0.z4 


4259 


AF047677 


Homo sapiens dystrophin (DMD) gene, deletion breakpoints 1-3 in 
luixoii d 




4260 


Z81504 


Caenorhabditis elegans cosmid F15H9, complete sequence 


0.24 


4261 


AF226147 


HIV-1 isolate 630469c from USA protease (pol) gene, partial cds 


2 


4262 


AF270072 


Staphylococcus epidermidis strain SRI clone step.l047b05 genomic 
sequence 


0.68 


4263 


U56088 


Human periodic tryptophan protein 2 (PWP2) gene, exons 3 to 14 


0.076 


4264 


X83692 


Brassica napus (tournefortii) mitochondrial genes for atp6, and 
ORF263 


2.1 
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4265 




remciiiiuin oxdiicum vacuolar serine protease itlkina, complete cos 


a _ro 
0.63 


4266 


INiVl UZHjO 1 


Rattus norvegicus ATP-stimuIated glucocorticoid-receptor 
uansiocaion pruiiioicr jvjyjtcj, niKJN A 


A £.0 
U.OO 


4267 


AF098919 


Gallus gallus alpha-globin gene domain 5' region 


2.3 


4268 


A T9Q7QOO 


xiypocrea jeconna rnoj gene, exons 10 


0.23 


4269 




IV_Co'_. __o*__v i /_.'v*i __? lonnnp^litf pa/«(<Ait TA «-f 1 €A _*»f *l__-_ j-_j_..i_ ______ l <m_h_«ha 

ivic inanoco ecus jannascmi section /u 01 ou or tne complete genome 


A AO A 

U.UZ9 


4270 


AF104920 


Arabidopsis thaliana BAC T9E19 


0.026 


4271 


AF137394 


Euperipatoides rowelli elongation factor- 1 alpha mRNA, partial cds 


0.23 


4272 


AF243087 


Homo sapiens intrinsic factor-vitamin B12 receptor (CUBN) gene, 
exons 11, 12, and 13 


0 


4273 


AF264703 


Astyanax mexicanus retinal homeobox protein (Rxl) mRNA, 
complete cds 


2.2 


4274 


AJ311054 


cnironomus pauicuvinatus 4jl ukt tor putative recombinase 
subtelocentric clone, Cp5.5 


0.025 


4275 


AF267209 


Candidatus Carsonella ruddii natural-host Calophya schini ATP 
synthase alpha subunit (atpA) gene, partial cds; ATP synthase gamma 
subunit (atpG) gene, complete cds; and ATP synthase beta subunit 
(atpD) gene, partial cds 


0.0008 


4276 


7171_1_1 


h. sapiens (Ui i-_»9j:>) jjna segment contaimng (CA) repeat; clone 

A T71V AT* A •yViQ • ___nar1a ran/1 

/\jrxviz^ £ fzoi', smgie reau 


A AA© 

U.UUo 


4277 


ATI 


Gallus gallus T cell receptor delta chain (TCRD) pseudogene, partial 
sequence 


2.3 


4278 




Mus musculus 10 days embryo cDNA, RGKEN full-length enriched 
Horary, cione.zoiujuojriij, run insert sequence 


A A A 

0.49 


4279 




Staphylococcus epidermidis strain SRI clone step. 1005h04 genomic 
sequence 


A AO*T 
U.Uo/ 


4280 


XM_050118 


Homo sapiens hephaestin (HEPH), mRNA 


2E-75 


4281 




Mus musculus ventral neuron-specific protein 1 NOVA1 (Noval) 
niiviN a, partial cos 


A AAQ 

U.UUo 


4282 


XM_029168 


Homo sapiens hypothetical gene supported by AK023 162 
(LOC90120), mRNA 


0.53 \ 


4283 




tieiianunus annuus noosomai proxein o_>a hikin a, complete cos 


U.o/ 


4284 


.A1VI_U lz. (DO 


xiomo sapiens transenpuou iacior \ i i^r*f ) t mxviN A 




4285 


AK021049 


Mus musculus adult male corpus striatum cDN A, RIKEN full-length 
enriched library, clone: C030006F08, foil insert sequence 


0.006 


4286 


AB020763 


Ptychodera flava mRNA for Paxl9, complete cds 


0.26 


4287 


XM_047401 


Homo sapiens G protein-coupled receptor 51 (GPR51), mRNA 


0.25 


4288 


AF250952 


Osmia satoi 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.24 


4289 


AF267985 


Homo sapiens 15 kDa selenoprotein gene, exon 4 


0.024 ! 


4290 


AJ409503 


Mus musculus RNA binding site for Dazl protein, clone jd8 


0.029 


4291 


AC009304 


Homo sapiens clone NH01 11109, complete sequence 


0.026 
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4292 


XM 050269 


Homo ^anien 1 ; solute carrier ramilv 7 fcrlial hi ah affinitv o'Tiifamatp 

transporter), member 3 (SLC1A3), mRNA 


0.21 


4293 


AK004286 


Mus musculus 18 davs emhrvo cDNA RTKFTC fnll-lpnoth pnrirhpH 

luiwvuiiw j^v wiTi] vuu/i j*» vL/li**, P\ 1 a ^ 1 rl^l lull IwUCUl ci 11 IwXICvl 

library, clone: 1110057K12, full insert sequence 


2.1 


4294 


NC 002095 


Chlorobium limicola plasmid pCLl, complete sequence 


0 9 A 


4295 


AC006678 


Caenorhabditis eiegans cosmid R05G9, complete sequence 


2.1 


4296 


AF217235 


StJinhvlococciK aureus nathnppniHtv icInnH RaPThnv mmnlptp 

sequence 


0.009 


4297 


XMJU2045 


Homo sapiens hypothetical protein FU13074 (FLJ13074), mRNA 


0.68 


4298 


NM 022087 


Homo sapiens hypothetical protein FU21634 (FLJ21634), mRNA 


e-158 


4299 


XM 010678 


TTnmn carwpnc ci-milar tn vinr* finow nrntpi n 0^8 (VX canipnc^ 
XJAJillU iKipiCUo 5111111(11 VJ fciUU JLUlgCl LJlulOiil ZJO bapl CllaJ 




4300 


AJ3 11847 


gene), clone FtsZ2-2 


0.55 


4301 


Z24366 


H. sapiens (D18S480) DNA segment containing (CA) repeat; clone 
AFM320vr9* single read 




4302 


AK003805 


Mus musculus 18 days embryo cDNA, RIKEN full-length enriched 

lib raw clone* 1 1 10019B22 fiill insert ceniipncp 

X±U1 CLlJf j WiUUt'> 1 1 IWli'lJAZij Hill lll&kst I OGVfUwilrG 


0 009 


4303 


AB047606 


Macaca fascicularis brain cDNA, clone:QnpA-10881 


0 


4304 


AK000493 


Homo saniens cDNA FLJ20486 fts clone KAT080^9 


0 24. 


4305 


AF375597 


Mus musculus medium and short chain L-3-hydroxyacyl-Coenzyme A 

Hphv/?rrt<7PnacP rhAcf*tiS>A\ 0/3*70 pvnnc 0 tYirnn<rh 52 anrl mmnlpfp r»r?c 

uciiyuiu^cuaav iivisuiiau/ gciic, cxuiia ^ iLUvugii 0, diiu uuiupicic COS, 

nuclear gene for mitochondrial product 


0.75 


4306 


AP000301 


reffion clone"D16R8 conrnlete semiencp 


0 081 


4307 


AK019632 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 

library clnne*4930455MO5 fiill insert spniipnnp 

UUloljf j llw .T/ JUTJ —J±VX\J *J j J.UU lllov/l I SCUUvUvv 


0.068 


4308 


X94556 


R cin^iilatn DNA for internal transcriherl snaner of* tTVWA unit 


0.079 


4310 


AY027174 


Arabidopsis thaliana sequence flanking 3* end of Ds-GeneTrap 
insertion from line CtT2R50 


0.2 


4311 


AC092063 


Homo sapiens clone RP1 1-745H7, complete sequence 


0.14 


4312 




T-Trtmrt caTiipnc RT^S— ctahlp virriPTiiifi-hrtirfiH TYNI A firaotrtptit 
xzvjiiiu ba^Jiciio oi/o auiuiw viiiiciiu.il uouiui uiin liagiUGiiL 

HFF19VTM18 

x iLi i p y uvjl x o 




4313 


Z82088 


Caenorhabditis eiegans cosmid ZK256, complete sequence 


.0.015 


4314 


AC006709 


Caenorhabditis eiegans cosmid Y119C1A, complete sequence 


0.17 


4315 


AF016620 


Mus musculus Rb-8 neural cell adhesion molecule long form 
(RNCAM) mRNA, partial cds 


6.2 


4316 


AK013121 


Mus musculus 10, 11 days embryo cDNA, RIKEN full-length 
enriched library, clone:2810421E14, full insert sequence 


1.9 


4317 


XM 033379 


Homo sapiens KIAA1607 protein (KIAA1607), mRNA 


4E-09 ; 


4318 


AL355864 


Human DNA sequence from clone RP4-803A2 on chromosome 1, 
complete sequence [Homo sapiens) 


1.4 | 
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4319 


ABAA1 /lOI 
ACUU14Z2 


Plasmodium falciparum chromosome 2, section 59 of 73 of the 
complete sequence 


0.028 


4320 


AT 1 


Homo sapiens mRNA; cDNA DKFZp434E1512 (from clone 
DKFZp434bl5l2); partial cds 


4.9 


4321 


TToi AO A 


Human orphan nuclear receptor (DAX1) gene, complete cds 


5.4 


4322 


ArijolS/D 


Hylobates moloch NAN03 cytochrome b gene, partial cds; and tRNA- 
Thr, tRNA-Pro, and tRNA-Phe genes, complete sequence; 
mitochondrial genes for mitochondrial products 


0.6 


4323 




Human SLPI gene for secretory leukocyte protease inhibitor 


2 


4324 


TTA7ATO 


Human lmmunoaenciency virus type i aHou J (env) gene, partial cos 


0.64 


4325 


A PA/1 ^1 /II 


Homo sapiens chromosome Xp22 958-13 


0.023 


4326 


U17081 


Human ratty acid binding protein (FABP3) gene, complete cds 


6 


4327 




Plasmodium falciparum partial mRNA for delta-aminolevulinic acid 
dehydratase 


0.009 


4328 


AF090936 


Homo sapiens clone HQ0582 


0.006 


4329 


X97970 


A.thaliana mRNA for RNA nelicase 


0.079 


4330 


XM 047794 


Homo sapiens KIAA1641 protein (KIAA1641), mRNA 


e-156 


4331 


AF334172 


Zea mays clone B7 chromosome 4 centromeric region 


3.9 


4332 


AJ401041 


Human immunodeficiency virus type 1 proviral partial gpl60 gene for 
envelope protein, strain J_97DC.KTB147 


0.64 


4333 


■\r\ n one 

XM 038175 


Homo sapiens KIAA0872 protein (KIAA0872), mRNA 


0.65 


4334 


Y16473 


Chlamydomonas reinhardtii chloroplast DNA for rpsl8 gene, and 
orf570 


0.028 


4335 


ATJ1 AA^OI 

Ar 190381 


Eucalyptus tetragona photosystem Q(B) protein (psbA) pseudogene 
and tRNA-His (trnH) gene, partial sequence; chloroplast genes for 
chloroplast products 


0.008 


4336 


AE006276 


Lactococcus lactis subsp. lactis IL1403 section 38 of 218 of the 
complete genome 


0.22 


4337 


AK020646 


Mus musculus adult male urinary bladder cDNA, RIKEN full-length 
enriched library, clone:9530077A04, full insert sequence 


2.3 


4338 


Z69666 


Human DNA sequence from cosmid 24F8 from a contig from the tip 
of the short arm of chromosome 16, spanning 2Mb of 16pl3.3. 
Contains ESTs, repeat polymorphism and CpG island 


0.018 


4339 


AF017254 


West Nile virus nonstructural protein NS5 (NS5) gene, partial cds 


0.73 


4341 


NM U0oo45 


Mus musculus murinoglobulin 1 (Mugl), mRNA 


0.00009 


4342 


AF1 14927 


QorpharnnivrAc noctAriannc fRCI email niVmrtit riKncAtnol 15 XT A 

oduouxiiuiiiyucb pctsioiianub k,doidjo sman suDumi nDOauiiidi isjna. 
gene, mitochondrial gene for mitochondrial RNA, complete sequence 


0.25 


4343 


AL451057 


Human DNA sequence from clone CTD-2010K20 on chromosome 10, 
complete sequence [Homo sapiens] 


0.17 


4344 


AK022875 


Homo sapiens cDNA FLJ12813 fis, clone NT2RP2002503, weakly 
similar to ZINC FINGER PROTEIN 45 


1.7 


4345 


D10910 


Arabidopsis thaliana Atpk7 gene for serine/threonine protein kinase, 
complete cds 


0.61 
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SEQED 
NO 


ACCESSN 




T> \TK T TTT7 

r VALUii 


4346 




o. aureus gexicb eucooxng 0311701 ljjn a memyiuraxisterase ana oauVoI 


0.2 


4347 


M57855 


Human protein S-beta pseudogene, exons 5 and 6 


0.2 


4348 


771 S91 


C r^=>rpvi cinp phtnmnenmo "V\/T roo/iinn 4V«tma /"YD IT VDT 1 fJlr> 

ij.uvivvioidc i^iuuiiiuouiiiv avj, icciuiiig jxame wjvt 1 Jt\L*xo / c 


U.uo5 


4349 




1VAf>tflS)TlfWtrr*11Q 1QTITIHCr»llii cprtinn 1 OA /-»-P 1 CA A f #U A /uimnlota nnnnma 
ivicuiaiiuuuvwUd joiuiuolrfiLli SGvllUU IU*r ul X3U OX LuC COmpicLC gcnoiU.6 




4350 


Y09047 


Mmusculus pxF gene, strain 129VJ 


0.002 


4351 


AiVl / J J Li 


TTnmn canipne. rthncnmal "nrntpin T 16 fPT>T \ ml? XT A 

XJAJUIU DapiGlla llUUaUlliai piUlGlU LOO ^JlVl bJOJ, IHIvLNA 


U.UUul 


4352 


AF106029 


Thomomys mazama clone 12-8 rmcrosatellite sequence 


0.25 


4353 


AL137428 


l-Tfimn canipnc mRWA • rTYMA DTf T77n7A 1 XM 1*)Q /fiv\m ^Inno 
ij.uu.iu aapiciia uirvjL^irv, ui^rNrv \je±s. uyi /o XIN 1 j IXTOXu ClOUc 

DKFZp761N1323) 


0.028 


4354 


L81915 


numu bapicub ^buuuiuiic x jjo xroin da^ ti/o) i^jna sequence, 


U.OJ 


4355 


J01291 


duyucaii /b becu. biuiagc pxuicxu dipiia suxtuiul iiiiiia \D) t rrom gmc~ 
alnha'-nlnha 916 


1 7 


4356 


NM 006649 


numu aapiciio o ci uiugiwui y ucxxxicu vuion cancer anugen xo 


U.07 


4357 


AL137615 

ALU l\jJJ 


Homo sapiens mRNA; cDNA DKFZp434E175 (from clone 


fi. 1 

o, X 


4358 


Y14422 


Mmusculus DNA for retinal protein 


0.23 


4359 




xxuiiuui gcuc aui x-uAugiuuuaic uciiyuiugeiiase, exon x sequence 


A 4. 
0.1- 


4360 


D14337 


Yeast pckl+ gene for protein kinase, complete cds 


0.085 


4361 


TO.97^6 
juz, / JO 


ivxouoc udiiu j ctxuon exenange protein gene, complete cos 


x.y 


4362 


XM 048747 


Homo sapiens KIAA1223 protein (KIAA1223), mRNA 


0.69 


4363 


M97514 


Saccharomyces douglasii nutochondnal cytochrome c oxidase subunit 
I (COXI) gene, complete cds 


0.19 


4364 


D10910 1 


Arabidopsis thaliana Atpk7 gene for serine/tlireoiiine protein kinase, 
complete cds 


0.53 


4365 


AK015420 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4930448I18, full insert sequence 


0.003 


4366 


U82487 


oiancmosioma nonaae engraiieu protein (ArnpnLcnj nuviN a, 
complete cds 


0.22 


4367 


AB052798 


reune ioamy virus env gene ior envelope protein, complete ccs, 
cloneJIPFV 


0.08 


4368 


AY027174 


rvrauiuupaia uidxidiid sequence nauKxng j enu 01 us-oene x rap 
insertion from line GT2850 


0.25 


4369 


AJ2986R4 


PlivllnvAra cm \A HT \A0 mitnnKnrt/li-iol A ' 1 'Ll/C nana frvr ATT) crm^nra A 

i^iiyxiuAcid. »p. iviDXxivix iiuiocuonoxuU Airo gene xur Air syninase A 

oKfllfl CllhltTllt 6 
Lit f f\ 1 1 1 OIXUUXUC n/ 


fi 67 


4370 


NM 013696 


Mus musculus thyrotropin releasing hormone receptor (Trhr), mRNA 


0.000003 


4371 


AF176830 


Dictyostelium discoideum polyphosphate kinase (PPK) gene, complete 
cds 


0.83 


4372 


AB036665 


Bacteriophage WO genes, ISW1 inserted sequence, partial and 
complete cds 


0.17 


4373 


AJ3 10187 


Prevotella albensis dpp-IV gene for dipepudyl peptidase IV 


1.6 


4374 


L77040 


Homo sapiens (subclone 8_cl 1 from PI H22) DNA sequence 


0.025 
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SEQID 
NO 


ACOESSN 


DESCRIP 


P VALUE 


4375 


AJ277162 


Beta vulgaris mRNA for putative Cdc2-related protein kinase CRK2 


0.009 


4376 


! K02781 


Mouse PND gene encoding atrial natriuretic factor, complete cds 


0.24 


4377 


AL110166 


flOIilU bdpicuS Hii\jL\A, CL/JNA !JlSX^p0oOiVL14z4 (ITOm ClOne 

DKFZp586M1424) 


0.69 


4378 


AE006400 


l->d^/ LU LrUUL Ub idl/Ua MIDbp. IdCUS lL»l*fUJ SwCllOn 10Z 01 Z lo 01 tDC 

cnmnlete Pennine 




4379 


AF3 10887 


Dictyostelium discoideum RacB (racB) gene, partial cds; and 
unknown gene 


0.23 


4380 


AY023357 


wiyzd baUVa llUOIUbdieiillc lVlJtvVjjOoZ COmaUUng ^lnnjAZU, 
ppfifvmif* CMTiipnn 1 


Z.J 


4381 


AL133038 


Homo sapiens mRNA; cDNA DKFZp434D1835 (from clone 
DKFZd434D1835^ 




4382 


M37760 


Mouse serine 2 ultra high sulfur protein gene, complete cds 


0.083 


4383 


AF151698 


rigiuc/aCLCiiuni luineiaciciis crypuc piasroiu p/HLOo transcnpnonai 
icpicoaui, uum livjiiiuiug, vjiiu/vjiiiw iivuioiOK, pumiive 
oxi d oreHn eta <;e and ApflF hnmnlncr optipq mmnltitp /*Hc 


0 OS 

U.ZJ 


4384 


X59370 


X.laevis POMC-A gene for proopiomelanocortin-A 


0.007 


4385 


AF244933 


wiyciuidgua lumwmua uiLcncron gdiiuiid precursor, ulkin/v, complete 

cds 


0.66 


4386 


Z69919 


Human DNA sequence from cosmid 91K3, Huntington's Disease 


fl H77 
u.u / / 


4387 


AK027136 


Homo sapiens cDNA: FU23483 fis, clone KAIA04052 


1.7 


4388 


AK027136 


Homo <;anipns rDNA* FT T914Jn fi« rlnnp TC ATA040S9 


o.o 


4389 


AL589705 


run iid ii uina aci^ucucc uuin cione -Kiri i-o^iVL / on enromosome o, 
complete sequence [Homo sapiens] 


0.63 


4390 


AF035192 


i^ampyiouacier rectus o-iayer-Ki a protein (csxdj gene, complete cds, 
tRNA-Arg gene, complete sequence; and putative histidine kinase 

f?ene nartial cj\k 

t y\^ll\>f pollUU Wild 


U. J*f 


4391 


AK021269 


iviub liiuowuiuo iz udyb cmoiyo spinai coru cl/in/\, jvusjiin iuu-iengin 
enriched library, done:C530007A02, full insert sequence 


0.69 


4392 




Hrtmrt CQni^nc zkc\t\ r\\rt ncr»Ti oto 1 c/\1itW1o /A^D1\ mV\TA 
nuiuu CKtpiClls dUU puOSpnalaoC 1, SOlUDie ^<rt.l^x \.)y ULtvlNA 


U.UU/ 


4393 


BC006633 


Mus musculus, Flt3 interacting zinc finger protein 1, clone 

ivi\j^. / L UY1AVJJJ>. J*tOZ171, lUXvL^l/^ WUlil|llClC LUa 


z 


4394 


AK009564 


Mus musculus adult male tongue cDNA, RIKEN full-length enriched 

Hhratv rlonp*9^ 1 fiill incprf c/vni^nrp 


1 A 

i.O 


4395 


L04802 


Silkmoth apoptosis preventing protein (p35) gene sequence 


0.21 


4396 


AB026599 


Meogerris parvulus mitochondrial gene for 16S ribosomal RNA, 
partial sequence 


0.027 


4397 


BC005581 


Mus musculus, RIKEN cDNA 2310022K15 gene, clone MGC:11736 
IMAGE:3968615, mRNA, complete cds 


0.22 


4398 


XM 033374 


Homo sapiens myosin, heavy polypeptide 7, cardiac muscle, beta 
(MYH7), mRNA 


0.23 


4399 


U31534 


Isla Vista virus MC-SB-1 nucleocapsid protein mRNA, complete cds 


0.54 
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SEQID 

NO • 


ACCESSN 


DESCRIP 


P VALUE 


4400 


XM 005318 


Homo sapiens hypothetical protein FLJ1 1 125 (FLJ11 125} mRNA 


0 44 


4401 


U76670 


Arabidopsis thaliana recA-like protein (AtDMCl) gene, complete cds 


0.051 


4402 


AK009448 


Mus musculus adult male tongue cDNA, RIKEN full-length enriched 
library, clone:23 1002 1K08, full insert sequence 


1.6 


4403 


AY003917 


Phytophthora infestans isolate 94-52 NADH dehydrogenase subunit 4 
gene, partial cds; mitochondrial gene for mitochondrial product 


0.16 


4404 


AC084160 


Caenorhabditis elegans cosmid Y73B3B, complete sequence 


0.21 


4405 


AF330120 


Homo sapiens voltage-gated sodium channel type in alpha subunit 
(SCN3A) gene, exon 4 


2.4 


4406 


AK022135 


Homo sapiens cDNA FLJ12073 fis, clone HEMBB1002387 


0.49 


4407 


AF332583 


Homo sapiens stratum corneum chymotiyptic enzyme (KLK7) gene, 
complete cds, alternative transcripts 


1.7 


4408 


XM 043049 


Homo sapiens hypothetical gene supported by AL080215 
(LOC92138), mRNA 


0.7 


4409 


AK017682 


Mus musculus 8 days embryo cDNA, RIKEN full-length enriched 
library, clone: 5730465109, full insert sequence 


2.1 


4410 


AJ409162 


Solanum ochranthum LINE retro transposon within partial ure gene 
for urease, exons 6-8 


0.025 


4411 


AF183584 


Papio hamadiyas tyrosinase gene, exon 2 


0.24 


4412 


AK010138 


Mus musculus adult male toneue cDNA RIKEN fill 1-1 en 0th enriched 
library, clone:2310069P03, full insert sequence 


0.56 


4413 


AF112141 


Oryzias latipes homeodomain transcriDtion factor (en&Ti mRNA 
complete cds 


0.021 


4414 


AK022458 


Homo sapiens cDNA FU12396 fis, clone MAMMA1002758 


4.9 | 


4415 


AK024159 


Homo sapiens cDNA FLJ14097 fis, clone MAMMA1 000760 


0.00007 


4416 


AB060834 


Macaca fascicularis brain cDNA clone:QtrA- 10686, full insert 
sequence 


2.1 


4417 


AF063864 


Schizosaccharomyces pombe essential nuclear protein Mcm3p 
'mcm3+) gene, complete cds 


0.21 


4418 


AF233288 


Drosophila melanogaster WDS (wds) and eeehead ( eeh) eenes. 
complete cds 


1.3 


4419 


AE003106 


Drosophila melanogaster genomic scaffold 142000013386018, 
complete sequence 


0.007 


4421 


AB001919 


Oryza sativa DNA for phospholipase D, complete cds 


0.23 


4422 


AF216290 


Mus musculus heterochromatin protein 1 alpha mRNA, complete cds 


0.66 


4423 


AF028828 


Homo sapiens Tax interaction protein 43 mRNA, partial cds 


0.18 


4424 


AF011446 


Mus musculus granzyme K gene, complete cds 


1.9 


4425 


AF200375 | 


Ceratosolen bisulcatus cytochrome oxidase subunit I (COI) gene, 
partial cds; tRNA-Leu gene, complete sequence; and cytochrome 
oxidase subunit n (COII) gene gene, partial cds; mitochondrial genes 
for mitochondrial products 


0.68 
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SEQID 
NO 


ACCESSN 


DESCRDP 


P VAT TTP 


4426 


AF328031 


Zygoballus rufipes NADH dehydrogenase subunit I (ND1) gene, 
partial cds; mitochondrial gene for mitochondrial product 


1.7 


4427 


j AF289983 


Alouatta stramineus cvtochrome b gene nartial cd*i m mitnrhnnrfrial 
gene for mitochondrial product 




4428 


Z73253 


S.cerevisiae chromosome XII reading frame ORF YLR081w 


0.19 


4429 


NM 018706 


Homo sapiens hypothetical protein DKFZo762Ml 15 flCIAA 16301 
mRNA 


1E-48 


4430 


AF298209 


Dictyostelium discoideum non-LTR retrotransposon TRE5-B, 
polyprotein (gag) and group-specific antigen (pol) genes, complete cds 


0.74 j 


4431 


AJ276991 


Mus museums partial mRNA for ClpX protein 


0.079 


4432 


AB047240 


Human endogenous retrovirus HERV-K(E) DNA, complete sequence 
and flanking region 


0.13 


4433 


L40389 


Candida glabrata ERG1 1 gene, complete cds 


0.027 


4434 


K02592 


Mouse Ins DNA; cellular component that mediates integration and 
excision of polyoma virus DNA 


0.38 


4435 


D31782 


Snake (green habu) gTgTBP gene for TATA-box binding protein 


1.5 


4436 


AK019649 


Mus museums adult male testis cDNA "RTTCFN fiill-lpnpth pfirirfiprf 

uiuuviuuv uutui i iiiliv ivjuj wJU^l ' x * i ti lull IwilKUl wXlXXvllCU 

library, clone:4930480I16, full insert sequence 


0.25 


4437 


U36777 


Carassius auratus aldolase C mRNA, complete cds 


0.094 


4438 


AF036690 


Caenorhabditis eleeans cosmid F09C1 1 


0 10 

V. / A, 


4439 


NM 012750 


Rattus norveeicus Tyrosine kinase reeentrvr lipsmd *) fi3e»tl9^ nVRWA 


v.UJ 


4440 


M7400O 


Bnigia malayi myosin heavy chain gene, complete cds 


0.073 


4441 


XM 042656 


Homo sapiens LOC87184 (LOC87184), mRNA 


0.66 


4442 


AF335329 


Kallichroma tethys isopenicillin N synthase (pcbC) and alpha- 
aminoadiDvl -cvsteinvl-valine synthetase (DcbAB^ penes comnlete cd^ 


6.1 


4443 


XM 037269 


Homo sapiens region containing hypothetical protein FLJ10549; 
hypothetical protein FU105 17 (LOC82252), mRNA 


0.26 


4444 


AF130079 


Homo sapiens clone FLC0578 PR02852 mRNA, complete cds 


0.24 


4445 


AF086241 


Homo sapiens full length insert cDNA clone ZD29F04 


0.51 


4446 


AF262583 


Schedorhinotermes sarawakensis 16S mitochondrial ribosomal RNA 
j^ene, partial sequence; mitochondrial gene for mitochondrial product 


4.6 


4447 


AF170550 


Arabidopsis thaliana germin-like protein 7 (GLP7) gene, complete cds 


2 


4448 


ACX)84500 


Caenorhabditis briggsae cosmid G13G15, complete sequence 


0.66 


4449 


M23360 


Trypanosoma brucei cytochrome C mRNA, partial cds 


2.1 


4450 


AF236387 


Schizbsaccharomyces pombe zinc finger protein Grtl (grtl) gene, 
complete cds 


0.076 


4453 


XMJ)10610 


Homo sapiens hypothetical protein (FLT10287), mRNA | 


0.027 


4454 


AY021908 


Oryza sativa microsatellite MRG4233 containing (TA)X42, closest to 
marker C563, genomic sequence 


0.025 


4455 


AK021675 


Homo sapiens cDNA FIJI 1613 fis, clone HEMBA1004012 


0.073 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VAT TTP 


4456 


NMJ)30995 


Rattus norvegicus Microtubule-associated protein la (Mapla), mRNA 


1.8 


4457 


AF015298 


Human herpesvirus 6 IE-2 protein (ie2hom) gene, complete cds 


1 0.058 


4458 


XM 011297 


Homo sapiens hypothetical protein FLB3342 (FLB3342> mRNA 




4459 


AE006714 


Sulfolobus soliataricus section 73 of 272 of the complete genome 


0.002 


4460 


AE001434 


Plasmodium falciparum chromosome 1 serrirm 71 nf 73 nf thp 

complete sequence 


0 004 


4461 


AF068270 


Rachiplusia ou nuclear polyhedrosis virus protein-tyrosine 

DhoSDhatase foto^ lflte exTlf&Rsinn fhrtnr-9 ^^>^_7^ nrvliicinn mal-riv 

Drotein foolh) caosid-associated nrotein. and nmtein kmasp fnkl'l 
genes, complete cds; and unknown genes 


0.027 


4462 


AK015582 


Mus musculus adult male testis cDNA, RJKEN full-length enriched 
library, clone:4930477015, full insert sequence 


0.08 


4463 


XM 039778 


Homo sapiens HSPC047 protein (HSPC047), mRNA 


o 


4464 


S73580 


Dutative nolvmerase . cansid Drotein fnotato aucuha mohair nntpwimc 
PAMV, Genomic RNA Complete, 6 genes, 7059 nt] 


0.071 


4465 


XM 016858 


Homo sapiens LOC87857 (LOC87857), mRNA j 


3E-13 


4466 


AE004427 


Vibrio cholerae chromosome n, section 84 of 93 of the complete ! 
chromosome 


0 69 


4467 


AK025346 


Homo sapiens cDNA: FLJ21693 fis, clone COL09609 


4.9 


4468 


U89926 


Drosophila melanogaster cut gene, partial sequence 




4469 


X57171 | 


D.caryophyllus CARSR12 gene 


2 


4470 


L36434 


Mus Musculus basic domain/Ieiieine 71 tin pr tmn crrintinn fantnr 
mRNA, 3' end of cds 




4471 


AF1 15469 


Arabidopsis thaliana cultivar Landsberg erecta Arac2 (Arac2) gene, 
complete cds 


1 9 


4472 


AB063169 


Petunia X hvhrida ta7l PPT1P for tanptiim-cnpHfir' -rirtr finopr nmtpin 1 

promoter region and partial cds 


0.64 


4473 


L41691 


Bos taurus ( clones L6 PI 5 CM PR PQ PI 7 P10 P19 Pi a PS 
C6, C3, C13, C10, C47) mRNA, 3* end of cds 


0.47 


4474 


U61463 


Human mvosin Vila (MY07A') eene 5' exon 36 i 




4475 


NM 008992 


Mus musculus ATP-binding cassette, sub-family D (ALD), member 4 
f Abcd4) mRNA 


1 0 

1.7 


4476 


XM 050942 


Homo sapiens ribosomal protein L6 (RPL6), mRNA 


0.00009 


4477 


AK005146 


Mus musculus adult male cerebellum rDNA PTFfFW fiill-l^ncrth 


0.71 


enriched library, clone: 1500004F 14, full insert sequence 


4478 


AF345089 


Hepatitis C virus isolate SCpreSC2cl4 nonfunctional polyprotein 
gene, partial sequence 


0.71 


4479 


AK008812 


Mus musculus adult male stomach cDNA, RIKEN full-length 
enriched library, clone:2210403E17, full insert sequence 


6.4 


4480 


XM_006983 


Homo sapiens A kinase (PRKA) anchor protein 3 (AKAP3), mRNA 


1.6 


4481 


X06438 


Soybean leghaemoglobin gene Iba promoter region 


0.19 


4482 


AF020051 


Blackcurrant reversion virus RNA2 polyprotein mRNA, complete cds 


0.71 



379 



WO 02/14500 



PCT/USO 1/25840 





Table 3 A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESOUP 


P VALUE 


4483 


XM 051560 


Unmn COm OTIC nOfVWI Cntna nrAlifAttnfnm AMA-tiffiiA J -~ — — * - - , _ ^ 

nomo sapiens peroxisome proiiierauve activated receptor, gamma 
(PPARG), mRNA 


0.6 


4484 


AB023481 


v^ypnnus carpio uuvina ior mitogen activatea protein (MAP) Kinase 
p38, complete cds 


6.3 


4485 




nomo sapiens partial our i gene ior survival interacting pro tern 1, 


2.2 


4486 


XM 039989 


Homo sapiens microfibrillar-associated protein 3 (MFAP3), mRNA 


0.69 


4487 


-AJLVx U*r / DD*t 


nomo sapiens similar 10 1SJAA14 / j protem (ri. sapiens) (LOC92830), 


6.7 


4488 




Homo sapiens strg gene for striatum-specific G potein-coupled 
icccpLui, complete cus 


2 


4489 


J\±v± UJJZ.Z. 1 


nomu sapiens ancieiii uoiquiious protem i (Aurlj, rnKJNA 


0. 16 


4490 


r>idOfii 


ociuzosdccnaromyces pomoe uuvina ior UKr 


f\ At C 

U.015 


4491 


AF AA 14?rf> 

AxwUUx't^O 


Plasmodium falciparum chromosome 2, section 63 of 73 of the 
compicLc sequence 


0.074 


4492 


IVxxOJ't^ 


Rol l/aiitrrtnrfA fwmTfirtn infi nan /T P A\ nana ______ i 4.1, «._.. c 

i\ai leuKocyie common antigen (l,-l»a) gene, exons l tiirougu 5 


0.16 


4493 




Tetrahymena thermophila phosphoglucomutase (PGM1) gene, 
compieie cos 


0,058 


4494 




L^aenornaDuius eiegans unc-o gene, complete cds 


2.1 


4495 


U67234 


Human clone HS5.29 Alu-Ya5 sequence 


0.083 


4496 


AT£fl A 0K£d. 

rVrvUUUoD'r 


nomo sapiens cuin/y ri_jiuuuz ns, Clone hum ha i uuuU4o 


f\ AAAA1 

0.00001 


4498 


AK024393 


Homo sapiens cDNA FU1433 1 fis, clone PLACE4000320 


0.064 


4499 


AFfV7175d 


Vine tmicniln I c T"YMA rfrtnvino m otfit ri frn n rfam pa — ,n\T A 

lvius muscuius una cyiosine memynransierase mKJN A 


0.21 


4500 


VIV/T 0.47^7^ 

-AJVI U*r / jZj 


nomo sapiens nypoineucai protem la_jl,j /is / (LUL*571o7), mKNA 


0 


4501 


-VIVi l/*tJ*f J*f 


nomo sapiens vnun-iiKe yvixsL*), niKiNA 


1.8 


4502 


\ju fV*7£75 
1N1V1 \JJZ.0 1 D 


nomo sapiens nypoineucai protem JVWjCiUy->4 (MOL, 10954), mRNA 


A AAAO 

0.0008 


4503 


AT 5«07fl'J 


Human DNA sequence from clone RP 11-39 1F23 on chromosome 6, 
compieie sequence [nomo sapiens] 


A AAA 1 ) 

0.0003 


4504 


IVxCOj't't 


u)w prosxagianain r synmetase 11 ^rUraii) mKNA, complete cds 


A £ £ 

0.66 


4505 


AFT*Q7R7 


nomo sapiens cione jjviavjJd.Io /Iojo, mKNA sequence 


0 


4506 




S.cerevisiae chromosome IV reading frame ORF YDL148c 


6.2 


4507 




Danio rerio olfactory receptor protein 2.4 mRNA, complete cds 


6.8 ! 


4508 


AF184796 


ArabidoDsis thaliana inhibitor taeeed site ITS29 genomic seauence 


i 

X 


4509 


AE006187 


Pasteurella multocidaPM70 section 154 of 204 of the complete 
genome 


1.8 


4510 


AJ272171 


Podospora anserina degenerate gypsy-like retrotransposon Yeti 


0.074 


4511 


AK024656 


Homo sapiens cDNA: FLJ21003 fis, clone CAE03685 


1E-90 


4512 


NC 002629 


Lithobius forficatus mitochondrion, complete genome 


0.066 


4513 


X87205 


Mfascicularis mRNA for metalloprotease-like, disintegrin-like 
protein, IVa ' 


4.9 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 




"O WAT TTC 


4514 


XM 011595 


Homo sapiens CDC10 (cell division cycle 10, S. cerevisiae, homolog) 
rCDCIO, mRNA 


5b-47 


4515 


AK021537 


Wnmn <cmipn<! eDWA FT T1 1A75 -fie ^tnno ucxym a inniTZA 

riuiuv adj/icua bi/ZYA rijjll«r/j IIS, CXOnc nnivirjA 1 uu 1 / j*t f 

moderatelv similar to CADHRRTN-1 1 PPFPTTPQOP 


U.UOo 


4516 


AB044877 


Eauufi cabal his DNA rnirrnsatpnitf* TT^V777 


O (Y7£. 
U.U/O 


4517 


AC079391 


Homo ^aniens clone fTD-794'J'M'l 1 mmnlptp cAnnpnrp 


n norvm 
U.UUUUi 


4518 


AK000932 


Homo sapiens cDNA FLJ10070 fis, clone HEMBA1O01581 


0 


4519 


AE001376 


jrjuiDiuuuiuiii idiuipcuuiu uxiruiuosoine z, Section 1 J 01 / j 01 me 
complete sequence 


0.24 


4520 


XM 040095 


Homo ^aniens hvoothetifial ntntpin (TiKFTPA'iA.Cm'X 1 0\ mPMA 


1.5 


4521 


AF224317 


OalltlQ palllK Fn77lf»fi-7 frPV-7^ TrVRW A rmmntotA r«rlc 


1 c 

l.D 


4522 


AE001155 


Borrelia burgdorferi (section 41 of 70) of the complete genome 


2 


4523 


AJ313130 


Medieapo tnmcatiila franenncftn ^PAPTA hmp^ rlnnp A^VAA 


z 


4524 


AF020187 


rxxxiuiy \JiiiiLid. oiiiUllwlllLU.il CuUojr ICruiu IcCepiOr ^AHIIlIlClxA. 1 ) DlKINA, 

complete cds 


6.3 


4525 


AP000249 


xiuiuu aapiciid gcuuiuiv urvt\, ciixuiiiosoins ZiqZZ.l, .L'Z 1 oZZO-AlVlJL 

region, clone:B762015, complete sequence 


2E-19 


4526 


AF2 18380 


Tv/fiic mn^Cilln«; PRT milTi^^ <tptip r^mnlpfp /vie 
ivj.u3 iuiui/Luuj \ *±y J \\^Ajiiij j gene. wUllU/lCLC LUj 


U.OSr 


4527 


AP000601 


Arabidoosis thaliana ffennmtc TVMA rhmmncnmp 1 PI rl rmA- \ATl \a 


ft ft70 


4528 


AE001140 


Borrelia burgdorferi (section 26 of 70) of the complete genome 


0.64 


4529 


AL3 58852 


nmiioii uv*t\ bd|uciiuc xrum Lione atioi /iNy on enromosome 0, 


7 7 

Z.Z 


4530 


NM 024596 


TTntTtn caniCTic tivnrvfhptiriil nmtpin T7T T178A7 rRT T17ft/17\ mPXTA 
ntiiiivi oapiciio iiyputiicuLai pruicin rjjj izo<f / ^ri^j izo*f / ) 9 niLKJNA 


O O 
U.oZ 


4531 


X12918 


Human Na+JC+ ATPase gene part of intron XVI (alpha m isoform) 


0.0003 


4532 


AF298180 


i^dciiuriiauuiLib ciegaus iiupoinyosin isoiorm iv niKJNA, complete cos 


A 57 


4533 


M21590 


M.mycoides capri Gly-tRNA gene 


0.48 


4534 


AF250227 




o io 


4535 


Z36061 


S.cerevisiae chromosome II reading frame ORF YBR192w 


0.071 j 


4536 


AF006510 


Endogone pisiformis 18S ribosomal RNA gene, partial sequence, 
internal transcribed spacer 1, 5.8S ribosomal RNA gene and internal 
Lidiibuiiucu bpa^cr z, compieie sequence, ana zoo riDOSomai kjna 

(xpnp narfial cpmipnrp 


A Afi 


4537 


D88262 


Pisura sativum PsCHS5 gene for chalcone synthase, complete cds 


0.075 


4538 


L31504 


Neurospora crassa cytoplasmic dynein heavy chain (ro-1) gene, 
complete cds 


2.3 


4539 


S81605 


S100 beta =neural calcium binding protein beta subunit {5' region} 
rats, Genomic, 2279 nt] 


0.66 


4540 


X95275 


P.falciparum complete gene map of plastid-like DNA (IR-A) 


0.23 


4541 


U18868 


Squalus acanthias multifunctional protein CAD mRNA, complete cds 


0.024 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 




r VAJLUE 


4542 


AF 18483 5 


ruauiuupia uioiidJld lUlUUllur laggCU Site XXOOo genomic SCQUGTICe 


ATI 

! 0.71 


4543 


AT sniSO 


Human DNA sequence from clone RP1 1-509D8 on chromosome 9, 
wuiiipicic ocquciivc [xioiiiu sapiens j 


0.64 


4544 


| Z68107 


Caenorhabditis elegans cosmid F48C5, complete sequence 


2 


4545 


Aicon? 1 R4 


nUIllU SapiClIS wlVINrV rLiJ Uj^Z US, Clone rl^AK^Jl i\) IVjZy 


0.71 


4546 


noon? 5 


^acnuriiauuius cicgdns cobuiiQ jr/vtvz, complete sctjucnce 


A A£. 

0.46 


4547 


U39548 


Meloidogyne artiellia mtcuticline-1 gene, 5* upstream region 


0.64 I 


4548 


AK094971 


UrtiYin canipnc r»D\TA TJT TlA9flQ fic o1/\«o 'M'TO'D'D^flfYJ'JvUC 
XlUillU SapiCUS UL/INrV PL*) 14-ZUy IIS, ClOUS IN 1 Zlvr J UU J J4u 


0.0003 


4549 


AF248989 


Arabidopsis griffithiana chaloone synthase gene, promoter region and 

narHnl fvlc 


A 1 

U.J 


4550 


AF08120R 


Monoclea goltschei subsp. gottschei tRNA-Thr/tRNA-Leu intergenic 

spdUCT , pal udi vlUUlUpiaol Sequence 


f\ AAA 

0.009 


4551 


XM_002770 


Homo sapiens hypothetical protein (FLJ10996), mRNA 


5.8 


4552 


AF035672 


jylus muscuius lYuiL. ciass 1 related protein i (jvlkij gene, complete 
cds 


1.1 


4553 


AF374466 


iviacrouracniurn mrermecuum too nuosomai kna gene, partial 
sequence; mitochondrial gene for mitochondrial product 


5.9 


4554 


•580559 i 


pam-z— jt \j u aomam gene [jjrosopniia meianogaster, mKJNA, zl/l 
ntj 


A AAA 

u.uuv 


4555 


AY029489 


Homo sapiens anunophospholipid-ti^spoiting ATPase (ATP10C) 

<7Pfif* pvnn 1 
gGllG, CAUll J 


lli-o9 


4556 




Kifnc tnnrmiTite D TVT7KT XTVVT A ylOOA/fOOTMO «««« //I AOA/l'iOTM A*raM,\ 

ivxus muscuius kjjvein clmna 4yju*to jUiy gene (49JU433JJl9.Rik), 

llUvTNrV 


2.2 


4557 


AJ276163 


xiomo sapiens partial ujjii gene tor uncune aipnosp no-glucose 
dehydrogenase, exons 8-11 


0.0002 


4558 


1> C_vv X JUL) 


/vpis ineiuiera ugusuca nutocnonanon, complete genome 


0.19 


4559 


RP001451 


Mus museums, calreticulin, clone MGC6209 IMAGE:2655918, 

IIllxiNrV, \AJlupiClC COS 


z 


4560 


XM 048784 


Homo sapiens mature T-celi proliferation 1 (MTCP1), mRNA 


0.62 


4561 


AF1 1QR45 


nUiUU SapiCJiS xSS\JLJ\J*r ITUVlNrV, Complete CuS 


A A1 
0.01 


4562 


AF951477 


PI QCTTinHilim tlPTCjllPl Cfliitotllirmf* nvliiotiro nary a morfiol o/lr 

x^iasiiiuuiuiii uciguci giuuiuiionc ivuuctase gene, partial cos 


U.UD3 


4563 


YM OlRdAl 

yVLVl W 1 Ot*TJ 


nomo sapiens a i rase, iNa^/K^ transporung, oeta J poiypepnae 

fATP1"R*Vl mPMA 
r\ 1 i IJJ j )y mivlNA 


2 


4564 


AF14S9R9 


Trichomonas vaginalis calcium motive P-type ATPase (CA-2) gene, 

[Jdi Liai wUS 


All 

0.11 


4565 


AF9R054R 


PTomn C5iniP11C nPlimni1in_1 ^MDD^ aano pvnnc 1 1 onrl normal /xr1r> 

nuuiu sapicus iicui up inn- 1 ^iNivrij gene, exons i, z, aim partial cus 


Z.l 


4566 


NC 002253 


Buchnera sp. APS plasmid pLeu, complete sequence 


0.24 


4567 


AJ238613 


Gallus gallus mRNA for teneurin-1 


0.61 


4568 


Y08926 


P.falciparum mRNA for AARP1 protein, partial 


0.21 


4569 


Z86105 


A.thermophihim celA gene and manA pseudogene 


0.69 


4570 


AL583902 


S.pombe chromosome I pi p32A8 


1.1 


4571 


AL358951 


Human DNA sequence from clone RP3-456L16 on chromosome 6, 
complete sequence [Homo sapiens] 


0.072 


4572 


AJ001164 


Drosophila melanogaster additional sex combs cDNA sequence 


0.1 | 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQBD 
NO 


ACCESSN 


DESCRP 


P VAT TTT7 


4573 


AF301004 


Schistosoma mansoni thioredoxin peroxidase 3 (TPx3) gene, complete 
cds 


0.19 


4574 


AF276995 


XenODUS laevis homeobox nrotein Six4 1 (SsxkA 7\ pane riai-Hal rHc 


*> 


4575 


BC007465 


Homo sapiens, clone IMAGE* 3 828547 mRNA 


V/.UUUUZ 


4576 


AL589824 


Human DNA sequence from clone RP1 1-76G1 1 on chromosome X, 
complete sequence (Homo sapiens] 


U, 1 / 


4577 


AF151171 


Ornithorhvnchn<! anatimiQ mannncp (\ -rYh ncnfi •x\t> /i n ci il i n _1 i \rc± mrturfYi 

factor 2 receptor (M6p/Ig£2r) gene, exons 2 and 3 and partial cds 


0.67 1 


4578 


AK000883 


Homo sapiens cDNA FLJ10021 fis, clone HEMBA1000568 


0 


4579 


XM 016630 


Homo saoiens KIAA1046 nrotein flCIAAl046i nvRNA 


i i 


4580 


NM 015906 


Homo sapiens transcriptional intermediary factor 1 gamma 
flTF 1 GAMMAS transcrint variant alnhn mPNA 




4581 


AF274053 


Xenopus laevis maxi-K potassium channel alpha subunit Slo mRNA, 
comnlete cds 


n io 


4582 


AB035874 


jTbCLLuurcgiiid pciiaicuuiyi nuiocnonariai genes ror small suDumt 

iivi^rv, ixvi^irv* vol, lalgC aUQUIlll ixxINA, paiHol aHQ. COHlplCte 


U.UUj 


4583 


AF277081 


Ajellomyces dermatitidis strain 104 blastomyces yeast phase-specific 
nrotein 1 Hw^l ^ fxene nnmnlptp <vlc 


u.zo 


4584 


AF334561 


Homo sapiens chromosome Y landmark: proximal external boundary 
of P7 VCY inverted reneat 


ft AO 


4585 


X55197 


P voelii YEL6 eene for ATPase 

.J UvlU X UJUV KWXlw 1V1 A X x Clow 


ft 0*1 


4586 


L32141 


Mitochondrion Lvrnantria disnar rihrrennial UNA 1arap onKimit 


U.wo 


4587 


AF272001 


Ebola virus subtype Zaire strain Mayinga complete genome 


1.5 


4588 


AE004405 


Vihrio chnlerae nhrnmncnmp TT cprtinn AO n-f 01 r\f thr> mmnlpto 

v iuiiu uiiuiLiau will UJUiUSviliG xx, oCwUUU Ul Ox ULC WUIilUlCLC 

chromosome 


1 0 


4589 


XM 010966 


Homo sapiens debranching enzyme (S. Cerevisiae) homolog 1 
(DBR1), mRNA 


2 


4591 


U68246 


Dictyostelium discoideum WacA (wacA) gene, complete cds 


0.002 


4592 


XM 047617 


Homo sapiens KIAA1349 protein (KIAA1349), mRNA 


0.027 


4593 


AK003428 


Mus musculus 18 davs embrvo cDNA RTTCFM fhll-lpnofh pnrirhp/1 
library, clone: 11 10004 J07, full insert sequence 


ZrmJb 


4594 


XMJ)29072 


Homo sapiens LOC89256 (LOC89256), mRNA 


0.009 


4595 


L43549 


Buchnera aphidicola aspartyl-tRNA synthetase (aspS), thioredoxin 
reductase (trxB), seiyl-tRNA synthase (serS), phosphoserine 
aminotransferase (serC), 3^nolpyruvylsliikimate-5-phosphate 
synthetase (aroA), ribosomal protein SI (ipsA), integration host fe> 


0.21 


4596 


AK023907 


Homo sapiens cDNA FU13845 fis, clone THYRO1000815 


0 


4598 


AB042649 


Watermelon spotted wilt virus nss, np genes for non-structural, 
nucleocapsid protein, complete cds, isolate: WS-0 


0.024 


4599 


D85547 


Bacillus sp. DNA for cytochrome c oxidase subunit 1,11 and HI, 
complete and partial cds 


0.23 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQ ID 
NO 


ACCESSN 


DESCRIP 


TJ 1/AT T Tn 


4600 


L29252 


Human (clone D13-2) L-iditol-2 dehydrogenase gene, exon 4, exon 5, 
exon 6 and exon 7 


IT? AO 


4601 


AE003872 


Xvlella fasti diooa 9a5c cerftrm 1 ft nf 99Q nf t-fi** mmnUta „ nnAm „ 


1.5 


4602 


| U29924 


Human AMP deaminase (AMPD3) gene, exon 12 


0.0003 


4603 


AE000653 


Helicobacter ovlori 26695 <*ecrinn 111 of 1 Id nf tfiA mmnWo (« n/irn(> 


0.75 


4605 


AP001235 


Homo sapiens genomic DNA, chromosome 2pl 1.2, clone:cos607/7B8 


0.024 


4606 


AF207725 


Mustela lutreola isolate D23 mitochondrial D-loop, partial sequence 


0.028 


4607 


AE007377 


Streptococcus pneumoniae section 60 of 194 of the complete genome 


! 0.083 


4608 


XM 018430 


Homo saniens LOC88330 fLOCRJtt^O/l mRMA 


AT* 07 


4609 


AF273674 


Plasmodium fhlrinamm TYM A -HrmAnHont pkta nAlmnarwipa /tl>"\t a d\ 

xTiudiiiuuiuiii icuwipoi uiii i/iNri-ucpenucnt xvln/v polymerase ^HvinAt) 
gene, complete cds; nuclear gene for probable mitochondrial product 


0.002 


4610 


AY018919 


txx. Muvd uxiuiuoaLcuuLc ivuvvjiz^kt coniaining i ja'/.i^ genomic 
sequence 


6.7 


4611 


AB025642 


A rahi rirmct c tViuli ana oprininir HKIA />hMiMA«AiMn c dap 
rViaL/iuujpMa Uifllldllrt gCUUlIliC UlN/x, CIlTOITlOSOmC 3, .DAL* 

clone:T32G24 


2.1 


4612 


X59275 




O.OO 


4613 


AF052959 


Homo canip.TiQ tvnp r*rtl1 nap n (C*CXi 1 ^ A 1\ aona avAn £ 

a iuiuu oapiwud Lypc v uuiiagcii vva/ui jai ^ gene, exon o 


A T1 

0.71 


4614 


U32730 


.Liaviiiupiiiiud iimucmac xvu bccuun 'tj oi ioj oi me complete genome 


A AOC 1 

0.025 


4615 


AF2 12976 


Bolitoglossa mexicana isolate MEX_6C cytochrome b gene, partial 

prlc" m ffrjf Finn rf rial opnp -fr\r mitnr , hrtn/ , fr"ir«1 nr/^sl-iis** 
vUDj iiuivjwuvjjiuiiai gdiv XUI uilLULlLUllUXlal prOQud 


A AT/C 

0.076 


4616 


AF031493 


f^o nppr mooictpr mrvlt-inVnhi finer hnrmnna nras*n«w«*. m D\T A 

vxiuuci uidgibier moii-umiDiuiig normone precursor mKJN A, complete 
cds 


A 


4617 


AJ245965 


Danio rerio mRNA for pbxy homeodomain protein (pbxy gene) 


0.068 


4618 


XM 031524 


Homo ^aniens AF1 Snld nmtfHn f AF1^Cl1zl\ m'DMA 1 


A 
0 


4619 


AL096876 


S nomhe chromosome TT mcmirt cA\ £ 


A Art f 

U.0U1 


4620 


XM_051190 


Homo sapiens similar to frizzled (Drosophila) homolog 4 (H sapiens) 
(LOC93401i mRNA 


O 


4621 


XM 005411 


Homo sapiens interferon, omega 1 (IFNW1), mRNA 


0.22 


4622 


Z50156 


D.discoideum gene for 34 kD actin binding protein 


0.027 


4623 


BC006182 


Homo ^aniens Similar tn calmnrhilin 9 /ntincnhnrulotta linora /Joho^ 
i-tv/iuv/ oaLMwxa, jiiiiiiqi lvj uuiiituuuiiii x ^LXliUSpjUOiyiclSv KXTItiSG, QcitHJ, 

clone MGC:715 IMAGE:3528814 J mRNA, complete cds 


2 


4624 


AF106933 


Drosophila melanogaster plexin B (plexB) mRNA, complete cds 


0.66 . 


4625 


U44392 


Human Down Syndrome region of chromosome 21, clone A12H1- 
1G10 


0.077 


4626 


AF145452 


Arabidopsis thaliana branched chain alpha-keto acid dehydrogenase 
El beta subunit (din4) mRNA, complete cds; nuclear gene for 
mitochondrial product 


6.3 


4627 


AE006315 


Lactococcus lactis subsp. lactis IL1403 section 77 of 218 of the 
complete genome 


0.62 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQ IE 
NO 


ACCESSN 


DESCRTP 


r VALUE 


4628 


| X55978 


T. brucei ESAG 8 gene for a leucine-rich repeat family protein 


0.24 | 


4629 


U41529 


Caenorhabditis eleeans cosmid FfiAM 


0.59 


4630 


XM 039502 


aajpiciia a^uuidicu moiecuie wiin tne orU uo main 01 0 1 AM 
(AMSH) mRNA 


5.3 


4631 


AF141650 


Nyctalus noctula microsatellite P223 sequence 


1.5 | 


4633 


AL096887 


Human DMA Q*n?iPnPP frnm rlnno DD/I 1 CO/^ 1 Q r%n r>Vfwv%r>*f%ffKmA 

2.XUUUU1 istvs\ aci£ucuw5 uuia cionc ivro-i j/ci© on enromosome 

Xfl2o 1-27 *3 COTnnlpfP CPnilPnrp fTTnmn conionrl 
-#*\j^.vj. J. x. f .j, w/Uipit>Lv SOJUCIIWC [FLv/UlU aapl PUS | 


0.02 


4634 


AL137458 


Homo canipriQ mPKTA- rTJMA TX1fT<7Y%A'XAT* r tTi i /-fWi-m „u«n 

i.xuixiu oapidia Liixvixrv, UL/lNrV Urv-T Z^p^f J 'f HZ Z Z 1 ^11 0111 C10I1C 

DKFZp434E2221) 


0.074 


4635 


AE002292 


Chlamydia muridaTiim cprrhnn 94. rvf nf fho ^mnbfp a»nnmo 

viuiuujiua uiuiiucuuuij SvvUUu Six. OJ \J± LUC LAJIIIJjjCIC f^vllOlllC 


3.1 


4636 


XM 048200 


Homo sapiens KIAA0276 protein (KIAA0276), mRNA 


5.4 


4637 


AF017041 


^^vijuoicuujui uuouuiucuiii x xv-rcLiuiiansposon o Kipper, partial 
genomic sequence, 5' end 


0.16 


4638 


Z98853 


Caenorhabditis elepatiQ pAcrnid PftJi A9 mmniptp c^non^ 


J. / 


4639 


XM 017899 


Homo sapiens LOC89635 (LOC89635), mRNA 


0 


4640 


BC006943 


TV/fiic mi I inline Similar tn RTKT7KT rTIMA 11ir\Af\l\Tf\l nana Ainna 
ivj.ua luuaouiua, on mien ivl x\ I iv r.IN LI-/ IN A JZjv/'fUilNU.j gene, C10D.C 

MGC 6906 IMAGE'2655807 mPMA mTnn1i»tP rAc 


2. 


4641 


AF275345 


Lycopersicon esculentum MADS-box transcription factor jointless 
ffene comnlete cd<: 


U.OZ 


4642 


AK018612 


xvxuo iiiuowuiuo auuiL iiiaic bCbUlll vL/iN/\, i\ 1 ix, P. in TI| 1 1 ■ISllPtfl £11X1 CQCC1 

library, clone:9130011Lll, full insert sequence 


1.9 


4643 


AE006568 


oucpiuuuuLUb pyogenes ivii uao strain orj /u, section y / ot lo7 ol 
the cnmnlptp opnnnip 

lilt VVXiipiCLC gvILUlliw 


6.6 


4644 


AF057019 


Dictyostelium discoideum interaptin (abpD) gene, complete cds 


0.67 


4645 


XM 010198 


xiuuiu bopicuo liuiiiuiic uysicguiauon, poiyenuocrinopatny, 
enteropathy, X-linked (IPEX), mRNA 


5E-29 


4646 


NM 022599 


lAAiLua uui vcgiwuo uuicr mciuurane proiein ^umpzjj, iilkjn/v 


IE- 14 


4647 


U08455 


HTV-1 isolate 965 clone 26 from Malawi, envelope glycoprotein (env) 

j^wiic, pal uai 


0.72 


4648 


AK023304 


Homo <mr>ipnQ pFVWA FT T1 79 A9 fic rl/vn*» rwr AD 


0 


4649 


U20803 


Gallus gallus fibrinogen alpha and alpha-E subunit gene, exons 5 and 

F) flTlH ftfinrnlpfp pHc for alnho an A o1nfia_T7 cnKunitr 
«j cuiu ^Aiuipibi^ vuj iV/i dip 11a allU flip 1 la X!< bUDUHllS 


2 


4650 


AF189768 


nomo bdpiens ieuKocyie uimiunogioDunn-iiKe receptor j (L1K5) gene, 
complete cds 


0.025 


4651 


AK002614 


iviub uiUduiuua duuiL nidic Kluncy d-'iN/i, KixviiiN iuii-iengin enncnea 
Tbrarv clone*06 1001910 S fiill tncprt cpmipnro 


9 1 
2.1 


4652 


AFO 10568 


Plasmodium fhlcinaruTn mirrncotpllitp TAftft cpnnpnrp 


U.U3 


4653 


AF042283 


Schizosaccharomyces pombe sulfide dehydrogenase (hmt2) gene, 
complete cds 


0.63 


4654 


Y16262 1 


Daucus carota mRNA for neutral invertase 


0.22 


4655 


J 

XM 035796 


Homo sapiens hypothetical gene supported by AF001893; AH005586 
PLOC91063), mRNA 


1.5 


4656 


AB008565 ] 


Homo sapiens gene for deoxylribonuclease E, 5'-upstream region 


0.73 


4657 


Y17275 1 


Lycopersicon esculentum p69a gene, complete CDS 


0.51 


4658 


X03100 1 


Human HLA-SB(DP) alpha gene 


0.23 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQ IE 
NO 


) 

ACCESSN 


DESCRIP 


P VALUE 


4659 


AL121822 


numan una sequence from clone 346P1 1 on chromosome Xq21.2- 
21.33, complete sequence [Homo sapiens] 


1E-08 


4660 




i nermotoga mantuna section 125 or 136 of the complete genome 


0.18 


4661 




Mus musculus adult male lung cDNA, RIKEN full-length enriched 
uorary, clone. 12UUU02O22, full insert sequence 


0.61 


4662 


AJ387942 


Fagonia cretica chloroplast tRNA-Leu intron and trnL-trnF intergenic 
spacer 


0.6 


4663 


AB053560 


Carabus venustus subsp. liaoningensis mitochondrial gene for NADH 
dehydrogenase subunit 5, partial cds, isolate:73-MoVe99LB02 


0.027 


4664 


Z78708 


Hsapiens flow-sorted chromosome 6 ffindlH fragment, SC6pA14H12 


2E-63 


4665 




Plasmodium falciparum microsatellite TA73 sequence 


0.16 


4666 




Mus musculus Chetk-alpha gene for choline/ethanolamine kinase- 
aipna, exon 4, 5, 6, 7, 8 


0.73 


4667 




Homo sapiens (subclone 5 d9 from PI HI 9) DNA sequence 


0.007 


4668 


U23037 


Oryctolagus cumculus eukaryotic initiation factor 2B-epsilon mRNA, 
complete cds 


2.3 


4669 




wi V-i isolate NC5413-1999 from USA pol polyprotein (pol) gene, 
partial cos 


0.67 


4670 


AF026069 


Homo sapiens phosphomevalonate kinase (HUMPMKI) gene, partial 
cds 


6.1 


4671 




Homo sapiens RecQ protein-like 4 (RECQL4), mRNA 


6.1 


4672 


M34662 


Human chaperonin (HSP60) non-functional pseudogene 2 


5.3 


4674 


AF009255 


Homo sapiens putative chloride channel gene (CLCN6), exons 14 15 
16, and 17 


2.1 


4675 




Homo sapiens RPCI-II 289E13 CD21 gene, partial cds 


0.00004 


4676 


NC 002087 


Plasmid pRL765, complete sequence 


0.7 


4677 


AF270613 


Homo sapiens clone 5qtel ctg0024 cl03t3c80t7 stelrpt sequence 


0.078 


4678 


AP001467 


Homo sapiens genomic DNA, chromosome 21q22.3, 
done:21B27A14, telomere region, complete sequence 


0.000001 


4679 


AY026945 


Rattus norvegicus T:G mismatch thymine glycosylase mRNA, 
complete cds 


2.1 


4680 


NM 017783 


Homo sapiens hypothetical protein FLJ20357 (FU20357), mRNA 


0.67 


4681 


Z57523 


S. saniens CdG island DNA ppnnmir Mcoi fmomonf io^n 
iA.oapibiu idicu.au i-'iin gdiuuuw iviici nagmenL, cione lozuy, 

reverse read cpgl82d9.rtlb 


3E-55 


4682 


U11761 


Cryptosporidium parvum KSU-1 heat shock 70 kDa protein (hsp70) 
gene, complete cds 


0.076 


4683 


AF142642 i 


Picea abies isolate D nadl gene, intron b/c; mitochondrial gene for 
mitochondrial product 


0.08 


4684 


XM018315 1 


Homo sapiens hypothetical protein FLJ 12078 (FLJ12078), mRNA 


0.64 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQH 
NO 


> 

ACCESSN 


DESCRIP 


P VALUE 


4685 


U60297 


woiiuo gauua 4-/i"xrv jjuiy liiciase gamma IIIKInA, nUCleaT gene 

encoding mitochondrial nrntpin n^r+iai nAc 

wVm 1 ■ 1 1 1^ UiliVVUvUUiUU LAI VrlwlXL, I/d-lUCKl C1I5 


0.65 


4686 


M17837 


D.melanogaster (strain Ja-F) alcohol dehydrogenase gene (allele Adh- 
comolete cds 


0.08 


4687 


X17265 


Human germline kappa-immunoglobulin variable region (V-kappa-H) 
gene Vcc 


0.25 


4688 


XM 030896 


Homo saniens <nmilar to Hvnnthf»ti/»o1 nmtmn \a/~!/~*<iqa sts 

numu aapiciia auixLuu tu uypuuieiicai protein JYi\jr\^jjo4 (ri. sapiens) 

(LOC90321), mRNA 


7E-32 


4689 


AF083064 


MllS mUSCulUS Oaxi 11 in-like nmtPin fHirS^ ap-nt* PAmnleto rsAa 

atxu«9 luugwiuiu paAiuiu UH& ^iJ.\/icxii ^nivnj ^ gviiCv complete cos 


e-103 


4690 


X57248 


L.helveticus galK, galT and galM genes for galactokinase, galactose-1 
P uridvl transferase and mntamtacp nartial rHc 


0.0U3 


4692 


AF074020 


Mus musculus integral membrane protein 2 A (Itm2a) gene, complete 
cds 


f\ rvrn 

v.Vjy 


4693 


I D17668 


Clostridium Senticiim PPTIP fhr Alnhn-tnYin rwmr»l*»to r»/le 


O.Uo 


4694 


AF089042 


Molothrus badius cytochrome b (cytb) gene, mitochondrial gene 

encoding mitochnnHrinl nrntpin norttol /vie 


0.076 


4695 


AK004553 


Mus musculus adult male lung cDNA, RIKEN full-length enriched 
library clone* 19(10009099 ftill in«»rt »nnpnro 




4696 


AF047579 


Bacillus thuringiensis insecticidal ciystal protein (NRcry V) gene, 
conrnlete rdc 


0.69 


4697 


AF049489 


Cams familiaris factor VIE mRNA, complete cds 


6.3 


4698 


X57599 


o.xyiosus xym, xyiA, xyir> genes ior Ayi repressor, xylose isomerase, 
xylulokinase 


0.024 


4699 


L04873 


lviua iitub^iuLu yy2>uu liDrosis nansmemorane regulator (^Ur iry) gene 
exon 1, and upstream region 


0.25 


4700 


XM 041483 


Homo sapiens hypothetical protein MGC15827 (MGC15827), mRNA 


2.2 


4701 


U30355 


nuuniuuiLi Laruidgineum complete internal inuiscnoeu spacer region 
including ITS 1, 5.8s rDNA and ITS 2 


0.082 


4702 


AF346599 


uoiiua goixua luyudutuii ^ivioxiNj gene, exons i,z anu j ana complete 
cds 


1.8 


4703 


XM 007118 


Homo ^aniens A kinase fPRTCA^ anrhnr nmtAtn 1 1 fAV ADI 1\ mD\TA 


o.z 


4704 


XM 042395 


Homo sapiens superkiller viralicidic activity 2 (S. cerevisiae homolog)- 
like f SKIV2L^ mRNA 


3.5 


4705 


Z78791 | 


n.aajL/iciid xi.uw~DUi iwii wij UlIIUoUUlc O IxUlQlll HHgmeni, ij UOD/V 1 OriO 


2c-0o 


4706 


AE006402 


Lactococcus lactis subsp. lactis IL1403 section 164 of 218 of the 
complete genome 


0.7 


4707 


X97876 


H sapiens EP4 prostaglandin receptor pseudogene C17 


6.6 


4708 


AP001438 


Homo sapiens genomic DNA, chromosome 21q22.2, done:T695, 
LB7T-ERG region, complete sequence 


0.0001 


4709 


XMJ)49375 


Homo sapiens WW domain binding protein 4 (formin binding protein 
21)(WBP4),mRNA 


3E-16 


4710 


AB016828 


Luehdorfia iongicaudata mitochondrial ND5 gene for NADH 
dehydrogenase subunit 5, partial cds 


0.45 
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Table 3A Nearest Neighbor (BlastN vs. Genbanlc) 


ISEQE 
| NO 


) 

ACCESSN 




P VALUE 


4711 


U23439 




0.64 


4712 


AP001438 


Homo sapiens genomic DNA, chromosome 21q22.2, clone:T695, 
j-fi-» / a j^levvj icgiuii, uuiupieie sequence 


0.00003 


4713 


AP000378 


Arabidopsis thaliana genomic DNA, chromosome 5, BAC 
clone'T4M5 


0.24 


4714 


AC064850 


xxuxijxj aapiciib uiuizc rvri x-zi /riy y complete sequence 


0.009 


4715 


Z93943 


Human DNA opfrnpTipp frnm memiH t m cuo ^ v 

iiuiuaii A/nn ^qucuuc irum cosmia U-Zj jrii on chromosome X 


0.006 


4716 


AJ132901 


Drosophila guanche mitochondrial A+T-rich region 


0.052 


1 

4717 


AE006291 


^duiuuuLoub jacus suosp. lactis 1L14U3 section 53 of 218 of the 
comnlete rename 


0.24 


4718 


AF227741 


Rattus noivegicus protein kinase WNK1 (WNK1) mRNA, complete 
cds 


6.1 


4720 


Z73524 


S.cerevisiae chromosome XVI reading frame ORF YPL168w 


0.072 


4721 


AF142484 


Sfina^tP*; m plan fine mirrncQt^llifo Cmal o<m»*a«*«*a 

uvi/tuivo iu.viaii.ujjo liuwiuaaiciiiie oiQcz seouence 


0.19 


4722 


X51938 


D. melanogaster DNA for a region 3' to the white gene, corresponding 

to the FR-MOF incpffinn ci to in TTttAZ 


2 


4723 


Z80361 


ii-aapitiio xxua-i^ivd pscuaogene, repeat region^ 


0.55 


1 4724 


AF3 12620 


Plasmodium vivax clone C19b thrombospondin-related adhesive 

Drnfefn pptip narrinT <vfc 

/IVLS/lil 1/UJU(U Uid 


2.1 


4725 


XM 017198 


numo bdpiens nypoineucai protein rU 12085 (FLJ 12085), mRNA 


1E-35 


4726 


AJ408943 


Homo sapiens chromosomal breakpoint fragment derivative 1 1, 
MLL/AF4 fusion, patient UPN05 1 


0.001 


4727 


XM 050754 


TJr\rri r\ cQnipnc VI A A 1 ^O/l n«ntm« n/"X A A 1 e /\a\ ti\t a & 

nomo sapiens jviaai35'4 protein (KJAA1594), mRNA 


0.5 


4728 


AE002938 


Drosophila melanogaster genomic scaffold 142000013385520, 


0.008 


4729 


AE001390 


Plasmodium falciparum chromosome 2, section 27 of 73 of the 


0.21 


4730 


AK000109 


Homo sapiens cDNA FLJ20102 fis, clone COL04783 


2.1 


4731 


AF163325 


i ncnoaenna narziamun mitocnonarial plasmid pThrl, complete 
plasmid sequence 


0.028 


4732 


AL137277 : 


nomo sapiens rriKJNA, cujna DKFZp434Mll 14 (from clone 
DKFZp434M1114) 


1.9 


4733 


U43145 ) 


Plasmodium chabaudi repeat organellar protein gene, complete cds 


0.64 


4734 


X71875 1 


^.sapiens gene for protein serine kinase PSK-H1, first coding exon 


1.7 


4735 


] 

AE001479 | 


lciuAjudLier pyion, strain jyy section 4U oi 132 oi the complete 
genome 


0 74 


4736 


M29586 I 


Elops saurus Ig gerrnline H-chain pseudogene V-region, partial cds 


0.66 


4737 


J 

AK020838 1 


VIus musculus adult retina cDNA, RIKEN full-length enriched 
ibrary, clone: A930009F24, full insert sequence 


0.025 


4738 


I 

AB038343 i 


vlelon yellow spot virus NSs and N genes for nonstructural protein 
tnd nucleoprotein, complete cds, isolate:Tospo-melo 


0.68 


4739 


AB005130 ( 


Candida maltosa gene for EPD1, complete cds 


0.25 [ 
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SEQ EC 
NO 


> 

ACCESSN 




T% T7AT TTf 

P VALUE 


4740 


AF361581 


ArabidODsis thaliana AT4e , 35'?9n/F9'?Pi9 ion pptip Mmni^^ 

(UHi/iuvyMd uiniioim ~E r j*s-j£*\Ji r £.jn,±z. izv gene, compj etc COS 


1.9 


4741 


Z75032 


S.cerevisiae chromosome XV rearlinir fmmp Cf&v vnu i iAn 


0.025 


4742 


U17681 


Human neurofibromatosis 1 (NF1) gene, exons 16, 17, 18 and 19a 


0.45 


4743 


AK025048 


Homo sapiens cDNA* FLJ2139S fie rlnnp rnTjrw7 


0.66 


4744 


AF 198444 


Homo sapiens 10q21 mRNA sequence 


0.008 


4745 


AE005556 


Escherichia COl I 0157*H7 FDT crpnnmp nrmtter *? rtf "5 ra «f; A ti 17C 

ujviiviiuiuo KA/ii v/xj ' lii/jjy jj genome, conug j or J, section I / j 
of 290 


0.71 ! 


4746 


X74784 


M.musculus mk2e mRNA 


0.17 


4747 


AB029480 


OrVZiaS latioes Pene for nlfartnrv rprpntnr rnmnlptp 

v * J *«**x|/wo ^waiw j.v/1 x j uixat* Lilly *d->CUlUI. vUlflUlCiC COS 


a f\m 
0.U77 


4749 


AF072932 


Medicago sativa cold acclimation responsive protein CAR1 (CAR1) 
mRNA, complete cds 


o an 
U.oo 


4750 


AF176056 


Capitonus sp. 16S ribosomal RNA gene, partial sequence; 

mitochondrial f?ene for rnitochonri'rijil nrnHiirt 


o nno 


4751 


X03366 


Bovine soleen trvosin inhibitor TT rsn <ypnp 


U. lz 


4752 


L22951 


Human immunodeficiency virus type 1 (UG275) proviral DNA 
encoding env taL vdu. rev and nef penes 


O *)i 
U.ZJ 


4753 


U95851 


AmHIvnmma Harwini 19Js rihnQnmcil DMA oatia mitr»f>'hrtriHT*ioi 

* ****i/*j< « a "»» uoiniiu iifiij lAULrauuicu j\iN/v gene, uuujcnonQricu sens 
for mitochondrial RNA, partial sequence 




4754 


AE001372 


Plasmodium falciparum chromosome 2, section 9 of 73 of the 
complete sequence 


2.2 


4755 


AF147813 


Protrama radicis elongation factor 1 nlnha optip norHai nAc 

* ************ ****** wio vtuiigauv/u -iciwiaja x aipiia gCiic. Udr|j.<t* COS 


O 1/1 

U.Z4 


4756 


U77974 


Tribolium castaneum transcription factor homolog (Tc-eve) gene, 
complete cds 


O AAO 

U.U03 


4757 


XM 045423 


Homo sapiens KIAA0701 protein (KIAA0701), mRNA 


6.3 


4758 


J04357 


Red clover necrotic mohair* vimc tima.i mmnlpta mnnon^ 


V.70 


4759 


XM 010136 


Homo sapiens O-linked N-acetylglucosamine (GlcN Ac) transferase 
v n overfly i^iu^Aj^n n ui ic.puiypcpiiu.c~iN "aceiyjgxucosainxDyi 
transferase) (OGT), mRNA 


0.69 


4760 


XM 030855 


Homo ^aniens similar fn ETTA A 1 "X&l nmt&in /TJ cmionA n npom i «:\ 
uyiUU aapxwia animal iu rvXrtxVlJOl piUicin \lx. SapienSy \}-\J\^7\)5 10), 

mRNA 


0.008 


4761 


AY031575 


hUV-l Isolate NPSO,0ft..1 00Q frnm TTQ A nn1 nnlvnrAtaSn 

l±x v x iduiai& iNwuuu"i777 nuui uo/i poi poiYproiei n vpoij gene, 
partial cds 


6.2 


4762 


XM 007592 


Homo Saoiens Homer npiironnl immpflintp pnrlv oatia *5 /TlfYNyTfTD 

hAVAuu ouL/iwio iivuiw*, u^UlUluu 1 1 LU liwUla LC C<11 Ijr gCIie, Z \ v\\ IIVI r,K - 

2B), mRNA 


2.2 


4763 


AC016707 


Homo sapiens BAC clone RP11-221K4 from Y, complete sequence 


0.75 


4764 


AF001848 1 


Dxytricha nova phosphoglycerate kinase (PGK) gene, complete cds 


5.7 


4765 


1 

BC006693 ( 


VIus musculus, clone MGC:7897 HvIAGE:3582679, mRNA, complete 
:ds 


1.9 


4766 


] 

L81574 i 


Homo sapiens (subclone 7_gl from PI Hll) DNA sequence, complete 
sequence 


0.00003 


4767 


U67508 1 


vlethanococcus jannaschii section 50 of 150 of the complete genome 


0.23 



389 



WO 02/14500 



PCT/US01/25840 





• 


Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQ IE 
NO 


ACCESSN 


DESCRIP 


P VALUE 


4768 


AY021494 


Oryza sativa micro satellite MRG3819 containing rrAY5f97 upnnrmr- 
sequence 


0.023 


4769 


L75945 


Borrelia burgdorferi fl a eellar hook nmtein fflaF'i flKn fin miliar 
motor apparatus (motAB), fliL, fliM, fliZ, flagellar export apparatus 
(fliPQR, flhB), flhF, flbE genes 


V. fO 


4770 


AL590606 


S.pombe chromosome n BAC pB7E8 


0.068 


4771 


AF060728 


Conospennum mitchelii chloronlast atnB-rbcL intprppnir cnanpr 
region, partial sequence 


n 9 


4772 


AB056833 


Macaca fascicularis brain cDNA clone:QflA-14255, full insert 
sequence 


w.UOO 


4773 


AP001416 


Homo sapiens genomic DNA, chromosome 21q22.2, clone:D34, 
LB7T-ERG region, complete sequence 


fl ftflfn 
U.UUUJ 


4774 


XM 007838 


Homo saniens nuclear factor of activated T-celic s tnniritv-rpcnnncivp 
(NFAT5), mRNA 


fl 59 


4775 


AC024777 


Caenorhabditis elegans cos mid Y42H9AR, complete sequence 


fl 74. 


4776 


AF333186 


Dictyostelium discoideum beta-alanine synthase (pyd3) mRNA, 
complete cds 


fl flS7 


4778 


D01021 


Anthocidaris crassispina mRNA for dynein beta-heavy chain, 
complete cds 


fl £<) 


4779 


U65750 


Xenonus laevis fork head related fXFD-l^ eene cnmnlpte r/k 


fl fl70 


4780 


NM 008176 


Mus musculus GROl oncogene (Grol), mRNA 


1.8 


4781 


M88115 


Hylobates lax Myc gene, complete cds 


fl 71 


4782 


AP000388 


Arabidonsis thflliana genomic DNA chromosome 3 PI clonp'MRTl9 


fl fl99 


4783 


AE007246 


Sinorhizobinm meliloti r>Ia<;mid nSvmA cftrtifin ^9 nf 191 nf thp» 
complete plasmid sequence 


7 


4784 


XM_043069 


Homo sapiens KIAA1464 protein (KIAA1464), mRNA 


0.08 


4785 


U41482 


Human Down Syndrom 6 region of rhrnmnsomp 91 uAnnrrH/* c^mim^ 
clone A39D1-1H8 


fl flfll 


4786 


AL110134 


Homo saniens mRNA' cDNA DKFZn564H079 (from Hnnp 
DKFZp564H072) 


0.058 


4787 


XM 005044 


Homo saniens KLAA0628 eene nrodnct flCTAAOfi^R 1 * mRNA 


fl flfl9 


4788 


XM 052430 


Homo saniens E3 ubiauitLn liease SMTJRF1 fSMIIRFI^ nYRNA 


9F-^fl 


4790 


NM_03132O 


Rattus norvegicus cadherin EGF LAG seven-pass G-type receptor 3 
(Celsr3), mRNA 


1 Q 


4791 


AF184590 


Plasmodium falciparum ADA2-like protein gene, partial cds 


0.009 


4792 


AF061434 


Vicia faba amino acid transnorter a f AAPA^ nVRNA nartial rrk 


1 Q 

1.7 


4793 


AL117594 


Homo sapiens mRNA; cDNA DKFZp564C1563 (from clone 
DKFZp564C1563) 


0.074 


4794 


AJ133025 


Megaselia abdita zen gene, exons 1-2 


0.02 


4795 


XM_033087 


Homo sapiens hypothetical protein FU20359 (FLJ20359), mRNA 


0.024 


4796 


AE001462 


Helicobacter pylori, strain J99 section 23 of 132 of the complete 
genome 


1.1 


4797 


XM 042814 ] 


Homo sapiens hypothetical protein FLJ13397 (FLJ13397), mRNA 


0.063 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQ ID 
NO 


ACCESSN 




T% \ T AT Y If? 

P VALUE 


4798 


AL137325 


Homo sapiens mRNA; cDNA DKF2p434M0835 (from clone 
DKFZn434M0835^ 


2E-14 


4799 


AB030620 


ivxixb uiubLuiub ^neiK-dipna gene ior cnoiwe/ e Tiianoiamine Kinase- 

alnha exnn 4 S ^ 7 S 

(UJAlJOj WAUii • j IF, /, O 


0.64 


4800 


AB037417 


oauva gwiiv xui aoJJtuuut CaTuainoyi uanSieiaSe, Complete COS 


0.1)26 


4801 


AK024522 


Homo sapiens cDNA: FLJ20869 lis, clone ADKA02377 


0.21 


4802 


X62463 


XX. aapiGua j xnmnxxig lcgiuii ior estrogen receptor (placenta ^ gene 


0.7 


4803 


AE001127 


Borrelia burgdorferi (section 13 of 70) of the complete genome 


0.2 


4804 


Z70751 




0.22 


4805 


XMJ)38231 


Homo sapiens KIAA0793 gene product (KIAA0793), mRNA 


6E-53 


4806 


AF223425 


XVlliD lUUdvLUUO IVXrtXX&XXvAr ^lVir*lU^Xl.£J gCllC, COIHPiCLC COS 


4.5 


4807 


XM 039048 


Homo sapiens hypothetical protein MGC1 1303 similar to Zink 


2 


4808 


U75604 1 


i iidpict iiiiuuwa type i csuugen recepior nuviNA, complete COS 


A ACT 

0.057 


4809 


-/VIVA V/ X JXtJ 


Homo sapiens stimulated trans-acting factor (50 kDa) (STAF50), 

ml? "NT A 


1.7 


4810 


AF947Q70 


Caenorhabditis elegans cell cycle checkpoint protein Rad9 gene, 
uumpicie cub 


0.008 


4811 


Y19V7A 


j*arsiey rcrivi-z iilkjna ior pauiogenesis-reiated protein type A 


0.077 


4812 


AF332562 


Simian virus 40 strain 777, complete genome 


0.64 


4813 


yvivi l xo 


nomo sapiens general transcription ractor HE, polypeptide 2 (beta 

cnnnnit ^AlrTN (CYTWyVO^ mPTJA 
bUULUUL, j*tl\U) \\J irZUZy, JJIinJNA 


1 


4814 




Mus musculus, Similar to RIKEN cDNA 2310035M22 gene, clone 
ivivj^.ooou livi/wju. j juizoj, iutviNA, complete cos 


0.21 


4815 


AB025319 


i aoa inouKey lumor virus din a, Jtsamiii restriction tragment £, M 

ailU jpoi Hal Ks, pdiuxil oUU COIlipiclc COS 


A in 

0.18 


4816 


XM 048433 


Homo sapiens ATPase, H+ transporting, lysosomal (vacuolar proton 


A CC 

0.55 


4817 


Y11095 


Rice stripe virus RNA 3 


5.9 


4818 


AL589991 


jtaumau lslhix sequence rrom cione Jtvx 1 1-Z41 J_> on enromosome 6, 


"I'D TO 

3E-78 


4819 


XM 043498 


Homo sapiens G protein-coupled receptor 44 (GPR44), mRNA 


0.0002 


4820 


XM 047477 


FTnmn cani^nc K1A A 1^^5t nmtMn HfT A A 1A < 3fi^ mDXTA 
iXUXUU ^apivilo IvXrLrilUJO ^/il/lCUl v-^J-»»-rilOjO^, mixlN/V. 


A ATT 

0.077 


4821 


AJ242480 


Streptococcus thermophilus ORF1, ORF2, 0RF3, ORF4, ORF5 and 
ORFfi DNA ofniin ^ItO 


A 1Q 


4822 


XM 016395 


Flomo sapiens region containing hvoothetical orotein* mutL (V cri\\\ 
homolog 3 (LOC82389), mRNA 


6E-74 ! 


4823 


XM 043492 


Homo sapiens 42259 (KIAA1728), mRNA 


0.0000006 


4824 


L43603 


Gallus gallus Na+/K+-ATPase alpha- 1 subunit gene, promoter region 


0.41 


4825 


AF257746 


Rattus norvegicus multidrug resistance protein la (Pgyl) mRNA, 
complete cds 


0.5 


4826 


X68794 


D.melanogaster "ten-a" mRNA for secreted protein 


1.2 
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Table 3A Nearest Neighbor (BlastN vs. Genbank} 


oJby U- 
NO 


)l 

ACCESSN 


DESCRIP 


P VAT TTJ7 
i V rvL#UJC» 


A599 


1 ADOOA1 1 O 

| Ar3301 18 


Homo sapiens voltage-gated sodium channel type m alpha subunit 
(SCN3A)gene>exon2 


ft 19 


A QIC 


1 VTV A Ai i non 

1 XM_U11230 


Homo sapiens ALL1 fused gene from 5q31 (AF5Q31), mRNA 


5.8 




| XM030669 


Homo sapiens hypothetical gene supported by AL 13 301 1 
(LOC90288), mRNA 


1.9 


4830 


j U36927 


Plasmodium yoelii rhoptry protein gene, complete cds 


0 71 


4o31 


| AF201353 


Columba lrvia glutamate receptor C gene, partial cds 




/HMO 

4832 


| AF331435 


HTV-1 D2 from Australia envelope protein (env) gene, partial cds 


0.07 




j AF362391 


Candida albicans heat shock protein Hspl04 (HSP104) gene, HSP104- 
b allele, complete cds 


1.1 


4834 


XM_027927 


Homo sapiens hypothetical gene supported by Z97017 (LOC89989) 
mRNA 


0.48 


4oJj 


| AbU01127 


Borrelia burgdorferi (section 13 of 70) of the complete genome 


0.72 


4836 


AL390126 


S. pombe chromosome HI cosmid c233 


0.023 


4oJ / 


AF1 10213 


Rattus norvegicus insulin receptor precursor, exon 14 


0.56 


4eJo 


M38534 


Paramecium aurelia immobilization antigen (51C) gene, exon 5 and 
complete cds 


0 015 


4839 


AE001430 


Plasmodium falciparum chromosome 2, section 67 of 73 of the 
complete sequence 


0 059 


4840 


AF181475 


Mus musculus synaptonemal complex protein 3 CSvcd3^ eene exon 5 




jf Oil 1 1 

4841 | 


AF1 77242 


Bodo saltans clone pBME40 mitocondrial minicircle DNA 


ft CY)± 


/I O A*> \ 

4842 | 


XM 004347 


Homo sapiens elongation of very long chain fatty acids (FENl/Elo2, ! 
SUR4/Elo3, yeast)-like 2 (ELOVL2), mRNA 


ft fifi 


4843 


AF083494 


Mus musculus phospholrpase Dl (PLDD gene exons 23 and 24 
complete sequence 


V.JJ 


A OA A 1 

4844 | 


U89684 


Lycopersicon esculentum protein kinase fLePKT) eene nartial cd* 


ft 99 


4845 | 


AB025716 


Staphylococcus aureus gene for FmtB, complete cds 


0.57 - " 1 


4846 | 


AF017180 


Schizosaccharomyces pombe hexose transporter (Ghtli mRNA 
complete cds 


O 87 

v.O / 


4847 


Z26314 1 


P.falciparum gene for STARP antigen 


0.007 


A OiO 1 

4848 | 


XM 045160 ] 


Homo sapiens KIAA0275 gene product (KIAA0275) mRNA 


1 

X 


4849 


] 

AK016495 1 


Mus musculus adult male testis cDNA, RDCEN full-length enriched 
[ibrary, clone:493 143 1C02, full insert sequence 


0.62 


4850 


] 

BC004496 1 


3omo sapiens, Similar to hypothetical protein FU14058 clone 
MAGE:3831313,mRNA 


1.7 


4531 | 


XM 005684 1 


-fomo sapiens tolloid-like 2 (TLL2) mRNA 


1.6 


4852 | 


I 

AF249077 i 


Sphaerotheca pluvialis cytochrome b (cytb) gene, partial cds; 
nitochondrial gene for mitochondrial product 


0.047 


4853 


XM 016934 I 


iomo sapiens hypothetical protein FLJ12891 (FLJ12891), mRNA 


5.4 


4854 


X65747 I 


Lnorvegivus gnat-3 mRNA for gustducin 


0.2 


4855 1 


XMJ)11705 I 


iomo sapiens paraneoplastic antigen MA2 (PNMA2), mRNA 


0.2 



392 



WO 02/14500 



PCT/USO 1/25840 



1 




Table 3 A Nearest Neighbor (BlastN vs. Genbank) 


SEQD 
| NO 


ACCESSN 


DESCRIP 


P VALUE 


4856 


L10692 


AiabiaupMs, Umiiana cyiosineo metlryltransferase mRNA, complete 
cds 


| 2.1 


4857 


AB052250 


/%i<tuiuup5ib uumana gene tor MYB transcription factor Atmyb2, 
complete cds, strain: Yo-0 


0.36 


4859 


XM 033535 


Homo sapiens region containing tryptase beta 2; tryptase beta 1 


1.3 


4860 


U49846 


Miiito uurvegicus stem cell tactor gene, 5' flanking region and exon 1 

fVITtlSII CP/Ill/ 3 TIP** 


0.18 


I 

1 4861 


AJ244021 


Tetrahymena thermophila kin2 gene for kinesin-E homologue, exons 
1-4 


0.063 


4862 


AF201021 


Stachyairhena sp. Jansen-Jacobs 4707 ribosomal protein S16 (rp S 16) 
gene, partial intron sequence, chloroplast gene for chloroplast product 


| 0.057 


4863 


AJ245636 


ivxub lnubuuius rzi 1 gene lor r2 Yl receptor 


0.2 


4864 


AK023175 


Homo sapiens cDNA FLJ13113 fis, clone NT2RP3002590 


0.2 


4865 


XM 034638 


Homo sapiens hypothetical gene supported by AK024355 
(LOC90867), mRNA 


1E-08 


4866 


AB011006 


Rattus norvegicus gene for leptin receptor, partial cds 


j 5.5 


4867 


XM 031128 


Homo sapiens hypothetical protein DKFZp761I172 (DKFZP76 11172) 
mRNA 


0.22 


4868 


AK001442 


nomo sapiens CDNA FU10580 fis, clone NT2RP2003533 j 


2E-12 


4870 


AF307954 


Saccharomyces servazzu 46. 1 kDa protein, KAR4-like protein, and ' 
SPBl-like protein genes, complete cds 


0.19 


4871 


AF055079 


Panulirus argus inositol 1,4,5-trisphosphate receptor (IP3R) mRNA, | 
complete cas | 


6 


4872 


X88849 


C.coh ceuB, ceuC, ceuD, ceuE, OrfA, OrfB genes | 


0.0008 


4873 


XM 039699 


Homo sapiens hypothetical protein FU23309 (FU23309) mRNA 


3E-42 


4874 


AF212847 


Lactococcus lactis bacteriophage ul36.2 ORF1 1 lb (ORF1 lib), 
UKF78b (ORF78b), ORF61b (ORF61b), ORF245 (ORF245), ORF364 
[OERF364), and putative replisome organizer (ORF255) genes, 
complete cos, ana UKr241 (ORF241) gene, partial cds | 


1.9 


4875 


XM_052223 ] 


ttomo sapiens uis^z^554G092 protein (DKFZP564G092) mRNA 1 


0.69 


4876 


AK024606 ] 


flomo sapiens cDNA: FLJ20953 lis, clone ADSE01979 | 


3E-89 


4877 


< 

U96097 c 


^lavioauer micmganensis subsp. sepedonicus species-specific DNA I 
;lone Cms85 j 


0.47 


4878 


Z48599 I 


..mexicana Imcpc gene cathepsin B-like cysteine proteinase ! 




4879 


NM014160 I 


lomo sapiens HSPC070 protein (HSPC070), mRNA | 


5 


1 4KR0 

I tOOv 


I 


Jomo sapiens NADH dehydrogenase (ubiquinone) 1 alpha 
ubcomplex, 5 (13kD, B13) (NDUFA5), mRNA * ! 


0.55 


4881 


I 

AF059531 r 


lomo sapiens protein arginine N-methyltransferase 3 (PRMT3) j 
aRNA, partial cds 


0.18 


| 4882 


C 

AF240700 i 


jymnocrotaphus cumdens cytochrome b (cytb) gene, partial cds; j 
aitochondrial gene for mitochondrial product I 


0.65 
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SEQID 
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DESCRIP 



I P VALUE 



4883 1 AE005988 jC aulobacter crescentus section 314 of 359 of the complete genome 
iNeocalanus plumchrus cytochrome oxidase subunit I (COI) gene, 

4884 AF3 32785 partial cds; mitochondrial gene for mitochondrial p roduct 

4885 1 AJ278986 iPichia etchellsii plasmid pPElB — — 



0.65 



, Human DNA sequence from clone RP11-353M9 on chromosome 10, 
4886 AL512660 [complete sequence [Homo sapiens] 



0.051 



6.3 



4887 AF147082 Homo sapiens gamma-glutamyl hydrolase gene, exons 3 through 7 



4888 



4889 
4891 



Human DNA sequence from clone RP1 1-563A22 on chromosome 20 
Contains the 5* end of a novel gene weakly similar to Xenopus laevis 
AL389874 putative Zic3 binding protein, complete sequence [Homo sapiens] 



AC084157 
AE001183 



Caenorhabditis elegans cosmid Y46E12BR, complete sequence 
jBorrelia burgdorferi (section 69 of 70) of the complete genornT" 



0.008 
0.084 



0.66 



4892 
4893 



AE002137 l Ureaplasma urealyticum section 38 of 59 of the complete genome 
XM-028606 |Homo sapiens Spl transcription factor (SP1), mRNA ~ 



0.52 



4894 
4895 



NC 001453 JStrongylocentrotus purpuratus mitochondrion, complete genome 
AK023104 [Homo sapiens cDNA FLJ13042 fis, clone NT2RP3001318 



0.064 



4896 



Homo sapiens stimulated trans-acting factor (50 kDa) (STAF50) 
XMJH5243 mRNA 



1.7 



4897 



XM 043823 Homo sapiens hypothetical protein FLJ20958 (FLJ20958), mRNA 



4898 AB049900 [Macaca fascicularis brain cDNA, clone:QnpA-19713 



Plasmodium falciparum chromosome 2, section 27 of 73 of the 
4899 J AE001390 ) complete sequence 



0.000004 
6.1 



0.23 



4900 AE007346 



4901 



X17339 



Streptococcus pneumoniae section 29 of 194 of the complete genome | 0.73 
|Dengue-2 virus NS1 gene for nonstructural protein (patient M2) ( 02?" 



4902 AIO00864 jHomo sapiens cDNA FU10002 fis, clone HEMBA1000046 



4903 AF180076 



Panorpa helena cytochrome oxidase I (COI) gene, partial cds; 
mitochondrial gene for mitochondrial product 



0.00001 



0.6 



4904 AC008855 

4905 K0299O 



Homo sapiens chromosome 5 clone CTD-2178M23, complete 
[sequence 

[Human hepatitis A virus, complete genome 



3E-12 



0.23 



Escherichia coli 0157:H7 EDL933 genome, contig 1 of 3, section 134 



4907 


NM_032717 Homo sapiens hypothetical protein MGC11324 rMGCimd) mp^A 


| u.u/o 
0.68 


4908 


BC004118 


Homo sapiens, clone MGC:11170 MAGE:3843148, mRNA, 
complete cds 


1.5 


4909 


L29252 


Human (clone D13-2) L-iditol-2 dehydrogenase gene, exon 4, exon 5, 
exon 6 and exon 7 


0.0000001 


4910 | 


S68117 


rPLP-A^rolactin-like protein A {5 f region, exon 1, nitron 1} [rats 
Genomic, 1187 ntl 


o.n 1 
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Table 3A Nearest Neighbor (BlastN vs. Genbankl 


SEQ IE 
NO 


> 

ACCESSN 


DESCRIP 


P VALUE 


4911 


NM 016701 


xvi.ua lUUdwUlUO UCsoLUl ^lNCSJ, IHlvLNA 


0.21 


4912 


AE006418 


j^dLLuuuccus lacus suosp. lacus JUL. 1403 section 180 of 218 of the 


0.009 


4913 


XM 041162 


Homo sapiens hypothetical protein KIAA1 165 (KIAA1 165), mRNA 


4E-50 


4914 


AF147358 


nuuiu bdpieus mil lengm insert cujna clone YB61E03 


0.00003 


4915 


AE000642 


ncnkAJu<iuLci pyiun zooyj section izu oi U4 oi tne complete genome 


1.9 


4916 


XM 040436 


T-Tnmo onnipnc nphnTin /TvIPR\ ml>\JA 

±JAJiiL\j Xipiwllo ll&UlUlil ^INJuD/, lllxVlNA 


2 


4917 


AB026296 


ri^iuu bduvuiu iiuviN/v io i nsrzuj j nomoiog, complete cds 


0.024 


4918 


AF159148 


Danio rerio Noggin 2 mRNA, complete cds 


0.23 


4919 


AF234184 


i^uw/iud vupnnd scA-ieuiai protein oALrZ mRNA, complete cds, 
alternatively spliced 


0.026 


4920 


AK007229 


ivuis muscuius aaun male testis cdjn A, RIKEN full-length enriched 
library, clone: 1700121L03, full insert sequence 


0.21 


4921 


AJ404228 


od^uiicu uiiiy uus aougiasu miiocnonanai tKJN a gene cluster 


0.021 


4922 


X71604 


H. sapiens son-pseudogene 


0.53 


4923 


AF169122 


Momo sapiens una (cytosine-5) metnyltransferase gene, intron 4, 

Jul lidi aCqUCIlCG 


0.059 


4924 


XM 040202 


Homo sapiens protein phosphatase, EF hand calcium-binding domain 


6E-09 


4925 


AY027893 


Homo sapiens voltage-dependent calcium channel beta 2 subunit | 
^v^/w^in-dzj gene, exon i 


3.3 


4926 


AF136008 


uesuuooactenum sp. mv41 lob nbosomal RNA gene, partial 
sequence 


5.6 


4927 


NM_007439 


Mus muscuius anaplastic lymphoma kinase (Alk), mRNA 


0.071 


4928 


XM 006758 


nomo sapiens inzziea (Drosoplula) homolog 10 (FZD10), mRNA 


2 


4929 


AL139329 


riuman lwna sequence rrom clone RPU-228P1 on chromosome 6, 
lumpieie sequence ixiomo sap l ens j 


4E-38 


4930 


L03188 


Saccharomyces cerevisiae integrin analogue gene, complete cds 


0.23 


4931 


AB039881 


v^tuiib idiiuudns miuN a ior cytocnrome x'^juczl, complete cds 


0.55 


4932 


AK004783 


Mus muscuius adult male lung cDNA, RIKEN full-length enriched 

ihraTV rlnnp* 1 ^HTlft 1 ^T71 A -fiiii jnrart rMinon/>o 
iiuiaxy , viuuc.IZUvUijCIt, lull lllSCIT SvQUcnce 


6.2 


4933 


U41343 


HfumnTi nrnlarffin /PDRI Dl nana n V An o T 

ciuiiwii proiargm \jrtsjzLjr) gene, exon z 


0.0000004 


4934 


AF157369 


nuiuu bctpicus iNiemann-ricK 1^1 protem ^iHrv*y gene, exon 5 


0.58 


4935 


XM_016505 1 


Homo sapiens KIAA0999 protein (KIAA0999), mRNA 


9E-26 


4936 


U07807 ] 


Human metallothionein IV (MT1 V) gene, complete cds 


0.008 


4937 


NM_018818 ] 


Mus muscuius choroidermia (Chm), mRNA 


1.7 


4938 


3 

BC009075 ] 


Mus muscuius, beta-l,3-N-acetylglucosaminyltransferase 1, clone 
MGC:6892 IMAGE:2654354, mRNA, con^lete cds j 


1.2 


4939 


AF304354 ] 


Homo sapiens proteoglycan 3 (PRG3) gene, complete cds 


0.24 


4940 


AK000864 ] 


Homo sapiens cDNA HJ10002 fis, clone HEMBA1000046 


0.00001 


4941 


3 

AF076601 


Dictyostelium discoideum developmental protein (DG1105) gene, 
martial cds 


0.95 1 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQ H 
NO 


> 

ACCESSN 


DESCRIP 


P VALUE 


4942 


AF025542 


Hornbvx mori insulin recentnr-1 ilrp nmtpin nmAnrcnr rai~D\ m n\T a 
j mu " iiiouiui it^-t-jjiuj ynjiciH precursor (±jLt\) mKlVA, 

complete cds 


0.64 


4943 


XM 038714 


Horno saniens hvnotliptirfll nmtpin HTCTRi^ ^ rr\ ii *rc i c c\ «.nxiA 


6.3 


4944 


AC016707 


Homo saniens BAC clone RPi i -99 itcj. frnm v ^mniofo 


0.054 


4945 


XM 005684 


Homo sapiens toltoid-like 2 (TLL2), mRNA 


1.1 


4946 


AJ276170 


Rattus norvemcus narrial Vns541 nmrpccmi ncon/iAnmta q» an j 


0.041 


4947 


AJ132986 


Vibno sp, partial 16S ribosomal RNA, isolate A515 


5.9 


4948 


XM 009513 


Homo sapiens hvoothetical nrotein fH"SPP907 , i nVRXTA 


0.21 


4949 


AF181668 


Homo saniens clone 173nl7 nolvmnrnhir* min-rven* niii to comian/*a 


0.17 


4950 


AF045453 


Dictyostelium discoideum protein kinase YakA (yakA) mRNA, 
complete cds 


0.007 


4951 


AF279135 


DiCtVOStsIllim diSCOidpllttl ennrp rAat ctrnntnral nmtoin CD^C /__aT7\ 
lyi^ijuDiwuuiu ui^wxucuiil ayuiC MJdL SuUClUIal prOTcin OrOJ (CO til) 

gene, complete cds 


0.003 


4952 


AK012631 


MuS mHSCnlll«? 10 11 Have pmhrvn /■•TYMA DTVCXT fi»1T lan^+l, 
xuuowuiua iv, x x Uaya ClllUiyO GLM>/\, XvllVliJN Hlll-iengtil 

enriched library. clone*2810001G?0 fiill inQprt cpmipnrp 


O OT1 

U.U71 


4953 


AB047630 


Macaca fascicularis brain cDNA clone • Onn A - 1 s s ^ 




4954 


AJ011848 


Hordenni vulffare chlornnlaot rnc1 S ^-n5»T+ic>n nrfliU n/fhT «jur" 

uwuwuui viugcuv vixiviupiaol i^jU \jMtrililIJ, uUxxxl, 11 QUI, nQxlLl, 

ndhE, psaC, ndhD and ndhA genes 


0.054 


4955 


U34363 


Plasmodium falcinarum Ctkp pen? mmnlpfp #vic 


0.18 


4956 


AF220175 


Homo saniens acid cfirjimirijiQP f A Q ATT\ ot*n& n V Anp < ^r/v>«nk i>i j 

oapx^ixa auu MidUUUtuC \r\Or\±l) gene, 6X0I1S 3 IflTOUgn 14, 3T1C1 

complete cds 


0.0009 


4958 


D26442 


Yeast Cene for PES4 P AB-lilce nmtpin rnmnlptp nAc 

* K/ "" L &vxiv xvsx x iiui x i-vxj~iiA.G ^IxULCixi, WUxupieiC COS 


0.003 


4959 


NC 002184 


Penaeus monodon mitochondrion, complete genome 


1.9 


4960 


XM 039251 


Homo sani ens 37381 (Kl A A 1 f\f%0\ mP isj a 


5 


4961 


XM 004462 


Homo sapiens signal sequence receptor, alpha (translocon-associated 
nrotein aloha 1 fSSRll mUNA 


0.72 


4962 


AF252420 


Bos tennis rlonp MNKl-S mirmc^t^llito connon/v> 


0.08 


4963 


XM 035186 


xiuuiu adpiciib rlei ^o. v^erevisiaej nomoiog, prenyl protein protease 
(RCE1), mRNA 


2 


4964 


AL110134 


Homo canipnc mRT\FA • pTYWA TYJ£~P 7r\ S <i /I XJf\T^ n i._„ 
xxv/mu oapxeud iii-tviN/\, UL/rN/\ JL/JVrZ#pj04xlU /Z i^tTOm Clone 

DKFZp564H072) 


0.058 


4965 


AL049452 


Homo S/inipnc mRNA* rDMA TYI£T77ri55i£f , i'j')o /xv.__, „i 

lxvjiuu aajyi&iLo JJ.iXVTN.rv, i/A/xN/Y JL/xvTxOpjoOU/l j/Z (ITOm ClOne 

DKFZp586C1322) 


A 

0.67 


4966 


AB047614 


Macaca fesciculans brain cDNA, clone:QnpA- 12025 


0.077 


4967 


XM 043315 


Homo sapiens KIAA0229 protein (KIAA0229) mRNA 


6.2 


4968 


AK017495 


Mus musculus 8 days embryo cDNA, RIKEN full-length enriched 
library, clone:5730405K23, full insert sequence 


0.025 


4969 


AB012141 


Candida giabrata TfiF3 gene for translation elongation factor3, 
complete cds 


0.003 


4970 


AK022914 ] 


Homo sapiens cDNA FLJ12852 lis, clone NT2RP2003445 


0.0003 


4971 


. 1 

AF133211 s 


Homo sapiens COT kinase proto-oncogene, partial cds, alternatively 
spliced 


0.008 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 



SEQID 
NO 



ACCESSN 



DESCRIP 



4972 



AF349681 



Simian immunodeficiency virus strain SIVrcmNg409 from Nigeria 5' 
long terminal repeat, partial sequence; gag protein (gag) gene, 
complete cds; pol protein (pol) gene, partial cds; and vif gene, 
[complete sequence 



IP VALUE 



0.68 



4973 
4974 



AF350254 
AF3 14052 



Homo sapiens fibrinogen gamma chain precursor (FGG) gene, 
|complete cds, alternatively spliced 



0.21 



iRhizobium sp. CIAT613 nifHc gene, partial sequence 



1.9 



4975 



Homo sapiens inhibitor of DNA binding 4, dominant negative helix- 
XM_036277 | loop-helix protein (ID4), mRNA 



0.076 



4976 



4977 
4978 



I Homo sapiens 17-beta-hydroxysteroid dehydrogenase IV (HSD17B4) 
AF057740 gene, exon 24 and complete cds 



Homo sapiens similar to NAD(P) dependent steroid dehydrogenase- 
XM_051777 like (M musculus) (LOC93517), mRNA 



0.00003 



4E-11 



AF3 14052 Rhizobium sp. CIAT613 nifHc gene, partial sequence 



4979 



4980 
4981 



BC010911 



Homo sapiens, Similar to adaptor protein containing pH domain, PTB | 
domain and leucine zipper motif, clone IMAGE:4295177, mRNA 



0.076 



AF214529 Homo sapiens dystrophin (DMD) gene, intron 51, partial sequence 0.001 



AK024235 iHomo sapiens cDNA FLJ14173 fis, clone NT2RP2002755 



e-104 



4982 



4983 



Homo sapiens SCCA2 gene for squamous cell carcinoma antigen 2, 
AB035089 [complete cds 



M97555 I Schistosoma mansoni tropomyosin mRNA, complete cds 



0.23 



0.22 



4984 
4985 



iDrosophila melanogaster genomic scaffold 142000013385404, 
AE002745 | complete sequence 



0.003 



X99288 [B.calamita repeat region, clone-lib micro-8 



0.23 



4987 



AJ308840 I Coffea arabica microsatellite DNA, clone 16-6CTG 



0.025 



4989 



Cucurbita moschata CmATSl;l gene for acyHacyl-carrier-protein): 
AB049134 glycerol-3-phosphate acyltransferase, complete cds 



X03991 {Human glucagon gene 



0.53 



0.074 



4990 



Arabidopsis thaliana zinc finger-like protein (F3C22_200) mRNA, 
AY042871 1 complete cds 



0.077 



4991 



4992 
4993 



AF214529 Homo sapiens dystrophin (DMD) gene, intron 51, partial sequence | 0.001 



Staphylococcus epidermidis strain SRI clone step.!002a02 genomic 
AF269319 | sequence 



AB00980 1 [Homo sapiens gene for osteonidogen, intron 2 



0.69 



4994 



M69146 



Torulopsis glabrata metalnactivated transcription fector (amtl) gene, 
I complete cds 



0.65 



4995 



Human DNA sequence from clone 346P1 1 on chromosome Xq21,2- 
AL121822 21.33, complete sequence [Homo sapiens] 



5E-09 



4996 
4997 



AF072273 



Lactuca sanva resistance protein candidate RGC2N (RGC2N) 
pseudogene, complete sequence 



0.22 



AL3 58273 p.pombe chromosome II cosmid c29C10 



0.22 



4998 



BC010011 



Homo sapiens, Similar to RUCEN cDNA 493 1428D14 gene, clone 
|MGC:15407 IMAGE:4309613, mRNA, complete cds 



0.22 



397 



WO 02/14500 



PCT/US01/25840 





* 


Table 3A Nearest Neighbor (BlastN vs. Genhanlri 


SEQ IE 
NO 


) 

ACCESSN 


DESCRIP 


P VALUE 


4999 


AF090889 


Homo sapiens clone HQ0092 


0.71 


5000 


M93140 


Glycine max cv Prize nmtHn irinacp mPMA 


2.1 


5001 


AE005266 


Eschenchia coli 0157:H7 EDL933 genome, contig 1 of 3, section 90 
of 155 


1.8 


5002 


AE007350 


uuwpivwvwiu pu^uiiiuiudt; bccuon o j oi iy4 oi tne complete genome 


0.23 


5003 


BC008973 


Homo sapiens, transmembrane protein with EGF-like and two 

follistatin-Iilce domain c 9 r\r\r\<* \Aar*- 1 nc\(\n tka a i oatao 
mRNA, complete cds 


0.023 


5004 


X13439 


OOCtllloholllS nfttPiriQfmnhiic tnitr*r»1irvnrl*-i«»1 mmafn* a 't'ii__._ - A /- 


0.19 


5005 


AF138069 


HIV-1 p5c028-h from USA envelope glycoprotein (env) gene, partial 
cds 


2.1 


5006 


NM 002847 


Homo sapiens protein tyrosine phosphatase, receptor type, N 


6 


5007 


XM 036827 


Homo sapiens hypothetical gene supported by X04201; X04588; 
AJwuzojjy, AIUU450/, X3UUUU771; oC008407; BC008425 
(LOC91 191), mRNA 


1 


5008 


NM 031389 


Mus musculus ribonuclease/angiogenm inhibitor 2 (Rnh2), mRNA 


1.7 


5009 


BC010355 


nuiiiu sapiens, oinmar io nuclear protein, clone 1MAGE;4248516 
mRNA 


5.4 


5010 


AE003909 


Xylella fastidiosa 9a5c, section 55 of 229 of the complete genome 


5.1 


5011 


NM 031389 


Mus musculus ribonuclease/angiogenin inhibitor 2 (Rnh2), mRNA 


1.7 


5012 


XM 016747 


nomo sapiens laieni nansionning growth factor beta binding protein 
1 flVTBPn mRNA ! 


2E-10 


5013 


M85304 


Schistosoma mansoni homeodomain protein (smox-5) mRNA, ! 
complete cds 


0.009 


5014 


NC 001398 


Saccharomyces cerevisiae 2 micron circle plasmid, complete sequence 


0.65 


5015 


AF267746 


uiubupuua. lucidnogasicr racizi mitotic conesin (aradzl) gene, exons 
3 through 8 and complete cds 


0.003 


5016 


XM 052430 ; 


numu adjpicua aj UDiqunm llgase oIVlUKr 1 (oJSlUKrl), mKNA 


2E-30 


5017 


X67813 I 


C.familians SRP72 mRNA for signal recognition particle 


0.16 i 


5018 


] 

AF031848 


L/cntuiucuior iuarginauis izo nDosomai RNA gene, mitochondrial 
gene for mitochondrial RNA, partial sequence 


0.061 


5019 


XM 003317 i 


ibmo sapiens PDZ domain containing guanine nucleotide exchange 
foctor(GEF)l (PDZ-GEF1), mRNA 


0.67 


5020 


] 

XM 030673 i 


flomo sapiens methyl-CpG binding domain protein 4 (MBD4), 
mRNA 


0.6 


5021 


L38957 1 


Saccharomyces cerevisiae nuclear-encoded mitochondrial isoleucyl- 
RNA synthetase (ISM1) gene, complete cds 


2.1 


5022 


1 

AF345089 


hepatitis C vims isolate SCpreSC2cl4 nonfunctional polyprotein 
>ene, partial sequence 


0.59 
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|SEQID 
NO 
5023 



ACCESSN 
AC091124 



5024 X66451 



5025 



5026 



5032 



5033 
5034 
5035 



XMJ)10563 
AF256722 



AF385609 
AF355103 



XMJ)3486 3 
AF374005 

AK014447 

AL355577 



_Table 3A Nearest ^h h 0I (BlastN vs. Genban^ 

, - DESCRIP 

CaenorhabdiUsele g anscosmidY47A7 ^^^g^T 
^ctocaiinatus RPA2 gene for RNA polymerase I second largest " 



a tZ^^ hyPOtneUCaI geDe ^ nQd *>y AB033071; AB051480' 
AK000726; NM 015383 (LOC92396Y mPNA ^1480, 

Salmo salar clone BHMS458 imcrosatelK te 



P VALUE 



1.7 



0.066 



Homo sapiens minisatellite sequence 
s^nS 0StreatUS ^ mitochondriaI mlp2, partial 



5036 



5037 

J038 
5039 



5040 
5041 



5042 



5047 
5048 



AB030616 

S66671 
AB038481 



Rattus norvegicus bradykinin B2 recent gP pe , promoter seouence 

Mus musculus 18 days pregnant adult female placenta and extra 
e. ^TOcbssuecDNA^RKEN^., ^ 

clone:3830421F13, full insert sequent 

Human DNA sequence from clone RP11-299G2 on chromosome 6 
Contains a GSS, complete sequence [Homo sapiens l 
Mus musculus Chetk-alpha gene for cholme/ethanolamine kina^T 
alpha, exon 1 and 5'-flanking regi on 
pol [simian Mason-Pfizer D-rype rettovirus SM-PDT, systemic lupus 
erythematosus pat ient TFA 68. Genomic RNA, 113 nt l 
Codium Jucasu chloroplast rbcL gene for ribulose-l,5*isphosphate 
carboxylase/oxyge nase large subunit mrtial ^. 

Pofhio o ^ - 



U05013 



L81904 



AF242384 
X52863 



1E-15 
0.5 



5.3 



0.18 



Rattus nurvegicus aprague-Dawley heme oxygenase-2 non-reducinJ 
isoform gene, complete cds 



1.8 

8.3^ 

0.18 

0.0003 

6.1 
0.008 
0.22 



XM_00262 5 
U00789 



f^n? ienS (SUbCl ° ne lJff *° m P1 H69) DNA S< * uence > I 

Homo sapiens phytanoyl-CoA hydroxylase rPRVm ^ ^ nn ? 
G.max Gy4 gene for glycinin ' : 



1.9 



1.7 



AB017429 



AF296203 
X06266 



iH^osapiens ankynn repeat and SOCS box^ntaining 3 (ASB3), 
Mus musculus Dp71 (DMD) gene, partial ^ 



Ory^ saliva gene for mitochondrial ribosomal portein S14, succinate 
dehydrogenase iron-protein subunit (SDHB) 



6_ 

0.068 




0.002 
0.2 



^rigJc^eDcgS} [chickens. Geno^.V I60nt g»3 of 10] 
8 ' ^ 4 M ri ^mal RNA genl^fcu^ 
Anthirrhi num^us DNA for traiLsr^T^- 



0.61 

0.25 
0.007 
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I Table 3A Nearest Neighbor (BlastN vs. Genbank) 


jSEQI 
NO 


3 

ACCESSN 


DESCRIP 


1 P VALUE 


1 5049 
[ 5050 


AF272387 
NC_Q01587 


_ Homo sapiens leucine zipper nuclear factor (BLZFl) gene, e xon 6 


7E-22 


Human DaDllIomavinK tVTIP U. r<nmnIato rtanAT«/i 
_ ************ yapmuum vuua type J*f, COmpieie gQUDlTlQ 


0.25 


5051 


NMJH7078 


_ ruiiLU:> "wvegicus Aceryicnoime receptor alpha 5 (Chrna5). mRNA 


0.64 


5052 
| 5053 


XM.030510 
Z48433 


_ ™*»u sapiens nucronDniiar-asso ciatea protein 2 (MFAP2). mRNA 
L.odomensis vicilin pseudogene 


2 


1 5054 


M21084 


j-.iiyuiiud j-enoipyruvyisniiarnate 3-phosphate synthase mRNA, 
complete cds 


0.047 
0.2 


| 5055 


U67518 


Methanococcus jannaschii section 60 of 150 of the complete genome 


0.002 | 


5056 


AF2 15555 


Blakea trinema NADH dehydrogenase subunit F (ndhF) gene, partial 


! 0.63 j 


5057 


AE001379 


Plasmodium falciparum chromosome 2, section 16 of 73 of the 
complete sequence 


5.4 


5059 
5060 


AF362391 
AJ000056 


Candida albicans heat shock protein Hspl04 (HSP104) gene, HSP104- 
b allele comnlpfp rvfc w 


I 4.4 


1 5061 


AF1 12541 


Homo sapiens tyrosine aminotransferase gene, 5' flanking region 
xxi v-i iwiaie U51U5VJ rxom USA, envelope glycoprotein (errv) gene, 
partial cds 


0.57 
.0.007 


| 5062 


AF300534 


Diadasia consociata cytochrome oxidase subunit I gene, partial cds; 
tRNA-Leu gene, complete sequence; and cytochrome oxidase subunit 
n gene, partial cds; mitochondrial genes for mitochondrial products 


0.22 } 


5063 
5064 


J00571 
X95275 


Mouse Ig kappa unproductively rearranged V-T2- V-J region "} 
P.falciparum complete gene map of plastid-like DNA (IR-A) | 


0.001 I 
0.062 


5065 
5066 


Y09746 
X95536 


Holigactis mRNA for heat shock protein 70 | 


0.46 
2E-64 


5067 
| 5068 


D10997 j 
Z73968 l 


Cellipsoidea rbcL, rpsl4, tmM, trnG, trnD, tmS, ips4, atpE, atpB 

*enes cnmnlptp rrlc ! 


1.8 


5069 
1 5070 


XM 012733 ] 
AE000745 i 


^aGuuniaumus cicRans cosmia uu^az, complete sequence 1 
^luxuu sxtpiciib roAAiuiz protein (K1AA1012), mRNA 1 


0.67 
0.24 


1 5071 


1 

AF208521 t 


\quifex aeolicus section 77 of 109 of the complete genome 
^iploptera punctata high-affinity Na+-dependent glutamate 
ransporter (EAAT1) mRNA, complete cds 


0.21 
0.08 


1 5072 - 


I 

XM 032656 r 


lomo sapiens mannosidase, alpha, class 2B, member 1 (MAN2B1) 
nRNA | 


1.8 1 


! 5073 


228063 5 


>.cerevisiae chromosome XI reading frame ORF YKL063c f 


6.2 ! 


5074 


XM 050445 I 


lorao sapiens KIAA0164 gene product (KIAA0164), mRNA | " 


0.66 


5075 J 


F 
r 
ii 

AF265211 p 


'ectobacterium chrysanthemi ArgG (argG) gene, partial cds; 
egulatory protein PecS (pecS), regulatory protein PecM (pecM), 
adigoidine systhesis protein IdgA (idgA), and indigoidine systhesis 
rotein IdgB (idgB) genes, complete cds; and indigoidine sys> 


0.72 1 
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(SEQID 
NO 



5076 



ACCESSN 



X87201 



AF120475 
AF270407 



Table 3A Nearest Neighbor (BlastN vs. Genbank) 



DESCRIP 



Bomelia burgdorferi plasmid, orCA, B, C, D, F, bdrV genes, clone 
pQMB14 andpOMB17 



I P VALUE I 



0.076 



Mus musculus myelin-associated oligodendrocytic basic proteins 
MOBP170 and MOBP69 (Mobp) gene, exons 3 through 5 and 
complete cds, alternatively spliced « 0 0009 

Staphylococcus epidermidis strain SRI clone step.4050g06 genomic 
sequence 



5079 



U47138 



Inkoo virus SW AR 83-161 nucleocapsid protein and non-structural 
protein genes, complete cds 



0.16 
6.5 



5080 



AB049420 



Mus musculus DNA, clone:7-l, derived from 4x chromosome of 
T(X;4)37H translocation 



5081 



AF009415 



5082 
5083 



AE001395 
U62542 



Staphylococcus xylosus choline transporter (cudT), putative regulatoiy 
protein (cudC), glycine betaine aldehyde dehydrogenase (cudA), and 
choline dehydrogenase (cudB) genes, complete cds 
Plasmodium falciparum chromosome 2, section 32 of 73 of the 



0.075 



complete sequence 



cds 



:er dead ringer (dead ringer) mRNA, complete 



0.24 



0.12 



5084 
5085 



AL445527 



Human DNA sequence from clone RP1 M15C2 on chromosome 1, 
complete sequence [Homo sapiens] 



5.5 



XM 016052 



Homo sapiens LOC86766 (LOC86766). mRNA 



0.24 



5086 
5087 



XM 037781 



Homo sapiens hypothetical gene supported by J04178 (LOC91343) 
mRNA 



X96932 



5088 
5089 



AJ006986 



N.tabacum gene encoding ascorbate oxidase-related protein 



6.4 



M60858 
AK026299 



Streptococcus pneumoniae type 33F DNA, capsular gene cluster 



1.6 



Human nucleolin gene, complete cds 



0.019 



0.66 



5091 
5092 



Homo sapiens cDNA: FLJ22646 fis, clone HSI07178 



AC006025 



Homo sapiens PAC clone RP5-1188N21 from 7qll.23-q2U, 
complete sequence 



0.21 



0.67 



X03100 



5093 



AF181671 



Human HLA-SB(DP) alpha gene 



Homo sapiens clone 77jl3 polymorphic micro-satellite 



1.8 



5094 



AF356600 



Dictyostelium discoideum filament-interacting protein (fip) mRNA, 
complete cds 



0.19 



5095 



U36619 



Human Y-chromosome RNA recognition motif protein (YRRM) gene 
exon 5, partial cds, subclone 7S2 



0.023 



5096 



AF243117 



Homo sapiens intrinsic factor-vitamin B12 receptor (CUBN) gene 
exons 52 and 53 



5097 



XM 050127 



Homo sapiens oligophrenin 1 (OPHN1), mRNA 



0.5 



5098 
5099 



AJ251892 
AF036696 



gene) 



(espinas 



Q.072 
0.2 



Caenorhabditis elegans cosmid F15B10 



5100 



AF052294 



5101 



AK026741 



Mus musculus phospholipase D2 gene, exons 13 through 25 and 
complete cds 



5102 



K02212 



Homo sapiens cDNA: FLJ23088 fis, clone LNfiJHO'M 



5.7 



Human alpha-l-antitiypsin gene (S variant), complete cds 



0.003 



1.7 
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SEQ ID 
NO 



Table 3A Nearest Neighbor (BlastN vs. Genbank) 



ACCESSN 



AY005107 
AF195044 



Pentachondra pumila specimen-voucher Cheny 96/1 raaturase (matK) 
gene, partial cds; chloroplast gene for chloroplast product 
Homo sapiens beaded filament component protein (CP49) gene 
[partial cds 



2.2 



Mus musculus LI neural cell adhesion protein gene, 5' sequence and 
exon 1 



0,0001 



5135 



AB017918 



Mus musculus gene for gross cystic disease fluid protein 15, complete 
cds 



0.68 



5136 



U55243 



5137 



AF061296 



0.24 



5138 



AL050314 



5139 



Human DNA sequence from clone 100G10 on chromosome 22ql3.31- 
13.33. Contains GSSs, complete sequence [Homo sapiensl 
iHomo sapiens calcium/calmodulin-dependent protein kinase IV 



XM_036394 (CAMK4), mRNA 



XM 047419 



0.003 



5142 AF324889 



5 target subunit 2 (MYPT2) gene, 



5143 



J04434 



5144 



XM 041213 



5.5 



5145 



5148 



5150 



5151 



5152 



5155 



Escherichia coli AgaR (agaR), KbaZ (kbaZ), AgaV (agaV), AgaW 
(agaW), AgaE (agaE), AgaF (agaF), AgaA (agaA), AgaS (agaS) 

s ™o , ,o F"! (kbaY)> AgaB (agaB >' A ^ C ( a SaQ, AgaD (agaD), and Agal 
AF228498 | (agal) genes, complete cds . 
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Table 3A Nearest Neighbor (BlastN vs. Genbanlri 


SEQH 
NO 


) 

ACCESSN 


DESCRIP 


n t;at ttt? 

P VALUE 


5156 


L36898 


Saccharomvces cerevisiae mitorhATidrinn trancfAr dva m*% /♦■dxta 
Glu) gene 


0.69 


5158 


! D88262 


Pisum sativum PsCHS5 gene for chalcone synthase, complete cds 


0.7 


5159 


AK018080 


MllS musculus 11 davs emhrvo head rDWA piVTTKT fiiii lofinttt 
enriched library, clone:6230403H02, full insert sequence 


6.4 


5160 


X95275 


P.falciparum comnlete gene man of nlatfiri-iiirp twa hp.a\ 


A AH 

0.022 


5161 


D16417 


Dictyostelium discoideum mRNA 


A AAA 

u.uoy 


5162 


AF267204 


Candidatus Carsonella ruddii natural-host Cacopsylla brunneipennis 

AXP synthase aloha oiihunit (atrsA'S <yp»n*» «Qt+ioi r*Ap> atd 

nii ajumoac <uyiia auuuiiiL ^dip/v^ gene, partial cos, Air synthase 

gamma sub unit fatoG^ pene oomnl pt-p rHc- *»nH atd nmtimra u ft * n 
o u """ u luia l v aL H vj / 6^ jj -^> ^uuijjicijc tub, djiu Air syninase oeta 

sub unit (atpD) gene, partial cds 


U.026 


5163* 


AF264650 


Asterella tenella trnL psne intrnn cpmipn^p' r-h i nmni c+ man** fx* 

lk "- vl iv am/ami uuu £witv*, iiiuuil oCUUvilww, VllIUlOpiclSi SSuS IOr 

chloroplast product 


6.4 


5164 


AF003143 


Caenorhabditis elesans cosmid C53H9 comnletp cRmtpnrp 




5165 


M19459 


Plasmodium falciparum interspersed repetitive DNA and an open 
reading frame 


O OOQ 

U.UUo 


5166 


AK001362 


Homo sapiens cDNA FLJ10500 fis clone NT9RP9ftftflifiQ 


A 


5167 


AF170023 


Anopheles gambiae clone 138 genomic sequence 


0.57 


5168 


AJ012333 


Buchnera aphidicola olasmid rjBTc2 tmF and tmCr ophpc 


A AAjC 

U.UUo 


5169 


AF158077 


Pisacha nasa 16S rihooomal RNA opnp martial ewmon^- 

wovim uaga. iuj 11 isusuuial lvlN/\ gCllC, Pol [la | owQUSIlCC , 

mitochondrial gene for mitochondrial product 


0.019 


5170 


U68721 


Botryotinia ruckeliana endopolygalacturonase 5 (BcPGA5) gene, 
complete cds 


A 11 

U.21 


5171 


AK026372 


Homo sapiens cDNA* FLJ22719 fte clone 


a, 1 1 £ 1 


5172 


NM 031130 


Rattus norvegicus nuclear receptor subfamily 2, group F, member 1 
(Ni2fl), mRNA 


J 


5173 


AY034470 


Homo sapiens clone BGL2 mRNA sequence 


0.064 


5174. 


AF108841 


Homo sapiens human endogenous retrovirus HERV-H10 pol protein 

OO Ii fffine nnrHal P.Hc* pnv ncpiir)Acrpnf> on/I *?' T TT5 w>mnla4 A 

vf u v s^ 11 ^* poiLuii tua, ciiv pbcuuugeiie ana j LfAJK, complete 
sequence 


0.009 


5175 


AJ251957 


dona intestinalis nVRNA for nnrlpar farmn namin t *j oon^ 


1.9 


5176 


XM 045437 


Homo sapiens a disintegrin and metalloproteinase domain 33 
(ADAM33), mRNA 


A *71 
U. /I 


5177 


] 

AF177983 < 


lOmO S30ien*? NATVh-flpnPtlHpnt 1 ^.flVllTnwnmctQ<r1anr)ifi 

iehydrogenase (PGDH) gene, promoter, exons 1 and 2 and partial cds 


9.9 


5178 


] 

AF181632 i 


Drosophila melanogaster BcDNA.GH05095 (BcDNA.GH05095) 
mRNA, complete cds 


0.23 


Jl fy 


] 

AK018339 t 


Vlus musculus 10 days neonate cerebellum cDNA, RIKEN full-length 
mriched library, clone:6530414F19, full insert sequence 


2.1 


5180 


1 

XM_050838 ] 


•lomo sapiens wingless-type MMTV integration site femily, member 
10A (WNT10A), mRNA 


0.22 


5181 


1 

AJ308588 c 


vledicago truncatula partial mRNA for nodulin 25 (nod25 gene), 1 
;lone 3 


4.3 
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Table 3A Nearest Neighbor fBlastN vs. Genbantt 


NO 


) 

ACCESSN 


DESCRIP 


P VALUE 


5182 


AF229797 


Homo sapiens cis-golgi SNARE (GOSR1) gene, exon 9 and partial 
cds 


0 


rioc 
JIOJ 


Z68107 


Caenorhabditis elegans cosmid F48C5, complete sequence 


2.1 


j loo 


AY026045 


Mus musculus germ cell-specific unknown protein mRNA, complete 
cds 


0.079 


5187 


AF309515 


Staphylococcus aureus serine protease operon, complete sequence 


1 


CI oo 

5188 


AF355103 


Pleurotus ostreatus linear mitochondrial plasmid mlp2, partial 
sequence 


0.069 


5189 


AF055079 


Panulirus argus inositol 1,4,5-trisphosphate receptor (TP3R) mRNA, 
complete cds 


5.2 


5190 


AC007184 


Arabidopsis thaliana chromosome n section 163 of 255 of the 
complete sequence. Sequence from clones Tl 1P1 1 


6.1 


5191 


AB044348 


Arabidopsis thaliana AtSUGl mRNA, complete cds 


1.2 


5192 


XM 003320 


Homo sapiens hypothetical protein FU11155 (FU11155), mRNA 


5.3 


5193 


AF148987 


Legionella fallonii macrophage infectivity potentiator (mip) gene, 
partial cds 


0.067 


5194 


X54200 


Chicken mRNA for GARS-AIRS-GART 


0.019 


5195 


AE005885 


Caulobactercrescentus section 211 of 359 of the complete genome 


0.62 


5196 


AF228498 


Escherichia coli AgaR (aeaR), KbaZ GzbaZ) AeaVfazaV^ AraW 
(agaW), AgaE (agaE), AgaF (agaF), AgaA (agaA), AgaS (agaS), 
KbaY (kbaY), AgaB (agaB), AgaC (agaC), AgaD (aeaD), and Aeal 
(agal) genes, complete cds 


0.63 


5197 


U09859 


Bos taurus enterokinase mRNA, complete cds 


6.2 


5198 


AF057708 


Populus balsamifera subsp. trichocarpa PTD protein (PIT)) gene, 
complete cds 


0.68 


5199 


AF238381 


Homo sapiens PTOV1 (PTOV1) gene, complete cds 


0.18 


5200 


AF1 19554 


Plasmodium falciparum para-aminobenzoic acid synthetase gene, 
complete cds 


0.13 


5201 


X82675 


B.taurus BoLA-Al 1 gene (exon 6-8) 


0.71 


5202 


AF303087 


Tilapia mossambica glycoprotein alpha subunit mRNA, partial cds 


0.64 


5203 


NM 006649 


Homo sapiens serologically defined colon cancer antigen 16 
(SDCCAG16), mRNA 


1.7 


5204 


AF240597 3 


Homo sapiens clone 7ptelcllt7 sequence 


e-112 


5205 


] 

BC006702 ] 


Mus musculus, RIKEN cDNA 4930529008 gene, clone MGC:7935 
IMAGE:3583936, mRNA, complete cds 


6.3 


5206 


AF295769 ] 


Mus musculus SMAD1 gene, intron 1, partial sequence 


0.007 ! 


5207 


AF1 18099 ( 


roxoplasma gondii PITSLRE-like protein kinase (tpkl) gene, partial 

:ds | 


1.9 


5208 


AF143952 ] 


iomo sapiens PELOTA (PELOTA) gene, complete cds 


0.44 


5209 


] 

AF028710 i 


influenza A virus (A/HongKong/156/97(H5Nl)) nucleoprotein 
nRNA, complete cds 


1.7 


5210 


XM 017097 1 


iomo sapiens active BCR-related gene (ABR), mRNA | 


0.7 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 



|SEQID 
NO 



ACCESSN 



DESCRJP 



P VALUE 



5211 
5212 



M333 12 Rat hepatic steroid hydroxylase IIA1 (CYP2A1) gene, complete cds 0.54 



L05616 iPictyostelium purpuremn (Dpp4) DNA sequence, repj^jfam" 



5213 



jPlasmodium falciparum chromosome 2, section 62 of 73 of the 
AE001425 |complete sequence 



0.061 



0.001 



5214 



Homo sapiens similar to plakophilin 2 (H. sapiens) (LOC93271) 
XM 006574 mRNA 



5215 



XM011195 jHomo sapiens centromere protein E (3 12kD) (CENPE), mRNA" 



0.009 



0.002 



5216 



AF181881 



Helicobacter pylori TolB (tolB) and PAL (excC) genes, complete cds 0.65 



5217 
5218 



U33208 



[Human B-lymphocyte activation antigen (B7. 1) gene, enhancer region! 
land 5'UTR 1 



0.0003 



AB052187 [Macaca fascicularis brain cDNA, clone:QnpA-12170" 



0.7 



5219 



forosophila melanogaster H.M.S. Beagle transposon long terminal 
repeat, complete sequence; and heat shock protein Hsp70Ab gene, 
AY032741 [promoter and partial cds 



0.63 



5220 



Pisum sativum lipl mutant copl gene for constitutrvely 
AJ276592 |photomorphogenic 1 protein, exons 1-19 



5.7 



5221 



Homo sapiens similar to cadherin related 23 (H. sapiens) 
XM_Q45136 |(LQC92444), mRNA 



2E-52 



5222 



Mus musculus 0 day neonate skin cDNA, RIKEN full-length enriched 
AK014534 [library, clone:463 1424J17, full insert sequence 



2E-55 



5223 



U67572 



Methanococcus jannaschii section 1 14 of 150 of the complete genome | 0.65 



5224 



5225 



jHomo sapiens cDNA: FLJ22954 fis, clone KAT09813, highly similar 
AK026607 |to AF0103 15 Homo sapiens Pigl 1 (PIG1 1) mRNA 



Y08580 iF.rubripes hsp70-3 gene, 3VTR 



0.21 



1.8 



5226 



Human DNA sequence from clone RP1 1-109B17 on chromosome 1, 
AL359819 complete sequence [Homo sapiens] 



0,76 



5227 



AF1 18099 



Toxoplasma gondii PITSLRE-like protein kinase (tpkl) gene, partial 
cds 



1.9 



5228 



Homo sapiens amiloride-sensitive epithelial sodium channel gamma 
U48937 subunit gene, promoter region and exon 1 



5.1 



5229 
5230 



I Mus musculus adult male testis cDNA, RIKEN full-length enriched 
AK017057 horary, clone:4933434I20, fall insert sequence 



1.8 



AF044770 [Phaeoprogne tapera microsatellite HrU6 allele 2 repeat region" 



4.6 



5231 



XMO 12268 Homo sapiens amino acid transporter 2 (KIAA1382), mRNA 



0.009 



5232 



Mus musculus, Similar to hypothetical protein, clone MGC7703 
BC008544 IMAGE:3497634, mRNA, complete cds 



5233 



I Sapporo-like virus Yak2-2000-jp pol gene for RNA-dependent RNA 
AB046353 |polymerase, partial cds 



7E-22 



6.2 



5234 



L07305 Histoplasma capsulatum (clone pMS3) H-ATPase gene, complete cds | 0.65 



5235 



NM_012828 Rattus norvegicus Calcium channel subunit beta 3 (Cacnb3), mRNA 



5236 j AF277959 |Helicobacter pylori strain 96-74 BabB (babB) gene, partial cds 



0.71 
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Table 3A Nearest Neighbor (BlastN vs. Genbanlrt 


SEQIE 

IN (J 


> 

ACCESSN 


DESCRIP 


P VALUE 


5237 


Z16681 


H. sapiens (D8S266) DNA segment containing (CA) repeat; clone 
AFM151ye3; single read 


0.003 


5238 


AB049452 


Staphylococcus epidermidis composite transposon DNA, complete 
sequence 


6.077 


5239 


X83673 


Xlaevis SSB1 gene 


1.5 


5240 


XM 045182 


Homo sapiens serine (or cysteine) proteinase inhibitor, clade F (alpha- 
2 antiplasmin, pigment epithelium derived factor), member 2 
(SERPINF2), mRNA 


6.2 


5241 


AF263074 


Cobitis paludica cytochrome b gene, partial cds; mitochondrial gene 
for mitochondrial product 


0.15 


5242 


XM 029785 


Homo sapiens Kell blood group (KEL), mRNA 


2.1 


5243 


AE006148 


Pasteurella multocida PM70 section 115 of 204 of the complete 
genome 


5.5 


5244 


X81975 


B. vulgaris mRNA for sucrose 6-phosphate synthase 


1.3 


5245 


NM 033105 


Homo sapiens beta cysteine string protein (LOC85479), mRNA 


0.000006 


5246 


AC006164 


Homo sapiens clone UWGC:y28gap from 6p21, complete sequence 


0.47 


5247 


AJ279971 


Canis familiaris microsatellite DNA, clone DTRcn.20 


0.022 


5248 


AE005618 


Escherichia coli 0157:H7 EDL933 genome, contig 3 of 3, section 237 
of290 


0.56 


5249 


AJ012338 


Listeria monocytogenes NotI restriction site number two and flanking 
sequences 


1.6 


5251 


D14027 


Mouse DNA for TL antigen, complete cds 


5 


5252 


Y12285 


Rarmigera mRNA for putative serine protease, clone SRI 06 


0.009 


5253 


AF281912 


Homo sapiens clone 16qtel_c89bt7 sequence 


1E-68 


5254 


NC 001790 


Ovine papillomavirus 2, complete genome 


0.61 


5255 ' 


XM031110 


Homo sapiens kallikrein 10 (KLK10), mRNA 


0.041 


5256 


XM_042732 


Homo sapiens guanine nucleotide binding protein (G protein), alpha 
inhibiting activity polypeptide 3 (GNAI3), mRNA 


0.42 


5257 


XM_033541 


Homo sapiens KIAA0704 protein (ORP3), mRNA 


0.022 


5258 


AL5 12432 


Human DNA sequence from clone RP1 1-245H22 on chromosome 6 
Contains GSSs, complete sequence [Homo sapiens] 


0.0001 


5259 


S82508 


Human adenovirus type 9 E4 protein (E4), Orf2, OrG, Orf4, and Orf6 
genes, complete cds; and Orf7 gene, partial cds 


1.6 


5260 


XM 015579 


Homo sapiens hypothetical protein FLJ13105 (FLJ13105), mRNA 


1.2 


5261 


AF009177 


Helicobacter pylori pis protein homolog (pfs) and sigma 80 (rpoD) 
genes, complete cds 


0.6 


5262 


ABO 15470 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 
clone:KlB16 


5.2 


5264 


: 

L08970 < 


Nematode choline aceryltransferase (cha-1) gene, exons 1-11 and 
complete cds 


0.29 


5265 


D88193 ] 


Brassica rapa DNA for S-receptor kinase, complete cds 


0.69 


5266 


XM_046294 ] 


Homo sapiens testis expressed sequence 15 (TEX15), mRNA 


0.21 


5267 


XM 027078 ] 


Homo sapiens ATPase, Class V, type 10D (ATP10D), mRNA 


0.22 
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Table 3A Nearest Neighbor mi^M vq Gexxhartey 


NO 


t 

ACCESSN 


DESCRIP 


P VALUE 


5268 


AK019309 


Mus musculus adult male hippocampus cDNA, RIKEN full-length 
enriched library, clone:2900009I19, full insert sequence 


2E-13 




MM U 16985 


Mus musculus myotubularin related protein 1 (Mtmrl), mRNA 


0.0004 


5Z/U 


AK020049 


Mus musculus 13 days embryo male testis cDNA, RIKEN full-length 
enriched library, clone:6030408K18, full insert sequence 


1.8 


5271 


AF323989 


Danio rerio transcriptional intermediary factor 2 mRNA, complete cds 


6.3 


5272 


AF175275 


Pisum sativum trans-cinnamic acid hydroxylase (CYP73A9) gene, 
CYP73 A9-vl allele, partial cds 


0.073 


5274 


AF327749 


Mus musculus smoothelin gene, promoter and partial sequence 


6E-11 


5275 


AJ276633 


Glomus mosseae partial TOR2 gene, exons 1-9 


i ^ 


5276 


AF110612 


Boophilus microplus cytochrome b apoenzyme (Cytb) gene, partial 
cds; tRNA-Ser, tRNA-Leu, tRNA-Cys, and tRNA-Met genes, 
complete sequence; and NADH dehydrogenase subunit 2 (ND2) gene, 
partial cds, mitochondrial genes for mitochondrial products 


0.072 


5278 


XM 043395 


Homo sapiens fatty acid desaturase 2 (FADS2), mRNA 


3E-36 


5279 


XM 046528 


Homo sapiens zinc finger protein 133 (clone pHZ-13) (ZNF133), 
mRNA 


2 


5280 


U20807 


Bos taurus protein tyrosine phosphatase BA14 mRNA, complete cds 


0.19 


5281 


XM 036368 


Homo sapiens hypothetical gene supported by AK026802 
(LOC91132), mRNA 


0.026 


5282 


XM 007023 


Homo sapiens G protein-coupled receptor kinase-interactor 2 (GIT2), 
mRNA 


7E-44 


5283 


U86362 


Saccharomyces cerevisiae MAL gene divergent promoter region, and 
hypothetical protein, complete cds 


0.24 


5284 


YU740 


Hsapiens whn gene, exon la and lb 


0.22 


cnoc 

5285 


S78915 


;Mul element insertion she, clone 11} [maize, Transposon, 300 nt] 


0.002 


5286 


AF3 10896 


Dictyostelium discoideum RacJ (racJ) gene, complete cds; LagC-like 
protein (lagC3) gene, partial cds; and unknown genes 


0 23 


5287 


AJ012333 ] 


Buchnera aphidicola plasmid pBTc2, trpE and trpG genes 


0.027 


5288 


AF282046 ] 


Homo sapiens clone 15qtel c321bt7 sequence 


4E-30 


5289 


5 

L25128 


Lycopersicon esculentum auxin-induced proteinase inhibitor (ARPI) 
gene, complete cds 


0.51 


5290 


XM 049605 


Komo sapiens KIAA1467 protein (KIAA1467), mRNA 


2E-46 | 


5291 


AE002114 1 


Jreaplasma urealyticum section 15 of 59 of the complete genome 


0.054 


5292 


AF20867R , 


\edes aegypti clone p502, Pony-Aa-B6 MITE repeat region 1 


3.9 


5293 


AK024656 ] 


■lomo sapiens cDNA: FLJ21003 fis, clone CAE03685 ] 


5E-55 


5294 


NC 002355 1 


3oxnbyx mori mitochondrion, complete genome 


2.1 


5295 


AK023898 ] 


lomo sapiens cDNA FLJ13836 fis, clone THYRO1000734 


0.008 


5296 


AE002342 ( 


Chlamydia muridarum, section 70 of 85 of the complete genome ~] 


1.9 1 
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Table 3A Nearest Neighbor CBlastN vs. Genbanld 


SEQ IE 
NO 


> 

ACCESSN 


DESCRP 


P VALUE 


5297 


XM 032347 


Homo sapiens region containing TLS-associated serine-argrnine 
protein 1; TLS-associated serine-arginine protein 2; TLS-associated 
serine-arginine protein 2; TLS-associated serine-arginine protein 2; 
TLS-associated serine-arginine protein 1; TLS-associa> 


0 


5298 


Z63116 


Ksapiens CpG island DNA genomic Msel fragment, clone 78e4, 
reverse read cpg78e4.rtla 


0.24 


5299 


AE006833 


Sulfolobus solfataricus section 192 of 272 of the complete genome 


6.4 


5300 


XM 032811 


Homo sapiens similar to ZINC FINGER PROTEIN 20 (ZINC 
FINGER PROTEIN KOX13) (DKFZP572P0920) (H sapiens) 
(LOC90591), mRNA 


0.21 


530! 


AF202552 


Homo sapiens DNA methyltransferase (DNMT1) gene, exons 2, 3, 
and 4 


0.23 


- 

5302 


U92963 


Pygathrix roxellana NADH dehydrogenase subunit 3 (ND3) gene, 
partial cds, tRNA-Arg gene, complete sequence, NADH 
dehydrogenase subunit 4L (ND4L) and NADH dehydrogenase subunit 
4 (ND4) genes, complete cds, and tRNA-His, tRNA-Ser and tRNA- 
Leu genes, comp> 


0.17 


5303 


Z99833 


Euglena deses chloroplast psbC gene: complete group HI twintron, 
complete internal matl gene, partial 5' and 3* psbC exons 


4.7 


5304 


AB047962 


Macaca fascicularis brain cDNA, clone:QnpA-13041 


e-125 


5305 


AF159913 


Euplotes crassus transposon Tecl clone Tecl-2 orf 2 and orf 3 
pseudogenes, complete sequence 


0.5 


5306 


Y15435 


Kluyveromyces lactis PDC1 gene, promoter region 


0.087 


5307 


U67506 


Methanococcus jannaschii section 48 of 150 of the complete genome 


1.4 


5308 


U73943 


Bacillus subtilis phosphofructokinase I (pfkl) gene, partial cds; and 
pyruvate kinase I gene, complete cds 


2.2 


5309 


U72027 


Bos taurus photoreceptor disk rim specific protein rom-1 (ROM1) 
mRNA, partial cds 


0.06 


53 10 


X16509 


Rice alpha-amylase gene 


2.1 


53 12 


AB049900 


Macaca fascicularis brain cDNA, clone:QnpA-19713 


0.01 


.5313 


Z24756 


S.pombe rhp51 and rpal genes, complete CDS's 


0.003 


5314 


XM 002989 


Homo sapiens similar to hypothetical protein F1J10546 (H. sapiens) 
(LOC93548), mRNA 


5E-62 


5316 


AL358272 


S.pombe chromosome I cosmid c458 


0.61 | 


5317 


XM_044123 


Homo sapiens cadherin 20, type 2 (CDH20), mRNA 


4E^8 


5318 


AF038866 


Bacteroides fragilis transposon Tn5520 transposase (bipH) and 
mobilization protein BmpH (bmpH) genes, complete cds 


0.73 


5319 


AF332577 ) 


Homo sapiens prosomal P27K protein (PSMA6) gene, partial cds 


2E-51 


5320 


X68650 < 


D.cumculus mRNA for ryanodine receptor 


0.55 | 


5321 


XM 038450 ] 


Homo sapiens hypothetical protein FLJ20694 (FLJ20694), mRNA 


0 



409 



WO 02/14500 PCT/US01/25840 





- 


Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5322 


Z65960 


H.sapiens CpG island DNA genomic Msel fragment, clone 69d2, 
reverse read cpg69d2.rtlb 


1 7 


5323 


AF3 17661 


Candida albicans 60S acidic ribosomal protein type P2-A (p2 A) gene, 
complete cds 


5.8 


5324 


AE001776 


Thermotoga maritiraa section 88 of 136 of the complete genome 


0.64 


5325 


NM_031987 


Rattus norvegicus carnitine octanoyltransferase (COT), mRNA 


0.62 


5326 


AB035500 


Rana rugosa gene for FTZ-F1, exon 1 


0.009 


5327 


U67490 


Methanococcus jannaschii section 32 of 150 of the complete genome 


0.2 


5328 


AB060000 


Glycine max mRNA for hypothetical protein, complete cds, 
clone:SSC2 


0.22 


5329 


U50840 


Borrelia garinii 70 kbp plasmid D6 protein gene, complete cds 


0.072 


533CT 


U67535 


Methanococcus jannaschii section 77 of 150 of the complete genome 


2.1 


5331 


AK001125 


Homo sapiens cDNA FLJ10263 fis, clone HEMBB 1000991 


3E-43 


5333 


AF029114 


Ascogaster sp. 16S ribosomal RNA gene, mitochondrial gene for 
mitochondrial RNA, partial sequence 


0.068 


5334 


AF320594 


Homo sapiens PKD1P4 pseudogene, exons 2 through 15 


6.3 


5335 


AY021494 


Oryza sativa microsatellite MRG3819 containing (TA)X27, genomic 
sequence 


0.024 


5336 


AF146651 


Homo sapiens glyoxalase-I gene, complete cds 


0.056 


5337 


AB054516 


Giobicephala melas DNA, SINE flanking sequence Mago22 locus 


0.024 


5338 


AC001052 


Homo sapiens (subclone 1 f6 from PI H56) DNA seauence complete 
sequence 


0.003 


5339 


U00951 


Human clone A9A2BR1 1 (CAC)n/(GTG)n repeat-containing mRNA 


0.65 


5340 


AF298180 


Caenorhabditis elegans tropomyosin isoform IV mRNA, complete cds 


0.64 


5341 


XM 042336 


Homo sapiens hypothetical gene supported by AK025398 
(LOC92036), mRNA 


2.1 


5342 


L44121 


Homo sapiens (clone pHK2.1D) CMT1A gene, repeat unit 


0.0003 


5343 


AE005556 


Escherichia cob 0157 :H7 EDL933 genome, contig 3 of 3, section 175 
of290 


0.23 


5344 


AB035185 


Homo sapiens RHD gene, intron 9, complete sequence 


0.63 


5345 


AC013455 


Homo sapiens BAC clone CTD-2347014 from 7pl2-pl4, complete 
sequence j 


0.23 


5346 


AJ234722 


Hordeum vulgare genomic DNA fragment; clone MWG203 l.rev 


0.24 


5347 


X79699 


Hsapiens ALU repeat, 230bp 


0.0003 


5348 


XM_050246 


Homo sapiens secretory protein SEC8; KIAA1699 protein (SEC8), 
mRNA 


0 


5349 


AB063075 


Macaca fescicularis brain cDNA clone:QtrA-l 1888, full insert 
sequence 


2E-19 


5350 


Z56909 


Hsapiens CpG island DNA genomic Msel fragment, clone 152h9, 
reverse read cpgl52h9.rtla 


0.69 


5351 


L44121 


Homo sapiens (clone pHK2.1D) CMT1A gene, repeat unit 


0.069 I 
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P VALUE 



Drosophila meianogaster genomic scaffold 142000013385665 
5352 I AE002722 [complete sequence 



1.5 



5353 
5354 



AF201021 
Y17506 



Stachyairhena sp. Jansen-Jacobs 4707 ribosomal protein S16 (ipsl6) 
gene, partial intron sequence; chloroplast gene for chloroplast product [ 0.072 
lEuplotes octocarinatus tRNA-Cys gene ( q.024 



5356 



5357 



XMJ)40513 Homo sapiens hypothetical protein FU14454 (FLJ14454 ), mRNA 
jMus musculus DREAM/calsenilin/KChIP3 gene, complete cds and 
AF287736 exons 3, 4 and 5, alternatively spliced 



0.7 



5358 AF230807 



iDanio rerio PITP-less RdgB-like protein (plrdgB) mRNA, complete 
cds 



6.1 



5359 



U67563 Methanococcus jannaschii section 105 of 150 of the complete genome | 0.24 



5360 AE000935 



Methanobacterium thennoautotrophicum from bases 1655364 to 
1666496 (section 141 of 148) of the complete genome 



0.21 



5361 
5362 



NMJ)31819 
XM 005889 



Rattus norvegicus FAT tumor suppressor (Drosophila) homolog (Fat) | 
mRNA 



5.2 



Homo sapiens kinesin-like 1 (KNSL1), mRNA 



5365 XM 016117 



Homo sapiens hypothetical protein DKFZp586Fl 122 similar to 
axotrophin (DKFZP586F1122), mRNA 



(Homo sapiens regulator of differentiation (in S. pombe) 1 (ROD1) 
5366 | XM 005554 mRNA 



5369 XM 001738 



Homo sapiens proteoglycan 4, (megakaryocyte stimulating factor, 
articular superficial zone protein) (PRG4), mRNA 



3.6 



5363 j AF339829 [Homo sapiens clone IMAGE:609847, mRNA sequence 

|Mus musculus circadian locomoter output cycles kaput (Clock) 
J5364 | NM_007715 mRNA 



0.022 



e-116 



6.3 



5368 X76311 Usapiens endothelial nitric oxidase synthase gene, exons 15 and 16 j 0.7 



0.63 



5370 AE000935 



5371 
5372 



Y18011 
Z99768 



iMethanobacterium thennoautotrophicum from bases 1655364 to 
1666496 (section 141 of 148) of the complete genome 



jPhaedon cochleariae mRNA for chitinase 



0.23 



0.021 



iFlaveria trinervia gdcsP pseudogene" 



4.5 



5373 AF342852 



|Fusobacterium ulcerans strain NCTC 12112 16S ribosomal RNA 
gene, partial sequence; internal transcribed spacer 1, complete 
sequence; and 23 S ribosomal RNA gene, partial sequence 



5374 BC003397 



iHomo sapiens, hypothetical protein FLJ20505, clone MGC:4960 
|IMAGE:3448518, mRNA, complete cds 



0.18 



1E-69 



5375 AF385088 



Homo sapiens NOD2 (NOD2) gene, N0D2-2722OC aUele, exon 8 
[and partial cds 



5376 j NCJ)00863 iPapio cynocephalus provims, complete genome 



5377 AF121217 



jRattus norvegicus pro-alpha-2(I) coDagen (colla2) mRNA, complete 
(cds 



5378 BC009075 



IMus musculus, beta-l,3-N-acetylglucosaminyltransferase 1, clone 
|MGC:6892 IMAGE:2654354, mRNA, complete cds 



0.58 



0.22 



5.5 



1.8 
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Table 3A Nearest Neighbor (BlastN vs. Genbank* 


SEQD 
NO 


ACCESSN 


DESCRTP 


1 P VAT TIP 


5379 

JJOU 


XM 001341 

1 AM_U4o4Uo 


Homo sapiens DKFZP547E1010 orotein rDKFZPS47Fi mm ™pma 




JJOl 


[ AK020701 


Homo sapiens KIAA1041 protein (KIAA1041), mRNA 
Mus musculus 6 days neonate skin cDNA, RIKEN full-length 
enriched library, clone: A030009B 12, full insert sequence 


j 0.52 
1 n nnnnm 


5383 


f U32711 


Haemophilus influenzae Rd section 26 of 163 of the complete genome 


0.021 


5384 


XM_046598 


Homo sapiens DKFZP434K156 protein (DKFZP434K156) mRNA 


\ 0 58 

I v.JO 


JJOJ 




Buchnera aphidicola anthranilate synthase large subunit (tooE) *?ene 
and anthranilate synthase small subunit ftroG) ffene. comnlefe ok 


0 65 

1 v.UJ 


5386 

5"3R7 


XMJH2233 

1 ATI 70.1 CO 


Homo sapiens MDS023 protein (MDS023), mRNA 
Homo sapiens BUB1 protein gene, exon 17 


I 0 f 


S3RR 


| AivUzOylo 


Mus musculus adult retina cDNA, RIKEN full-length enriched 
library, clone: A930031L14, full insert sequence 


1 n noR 

1 5 

L.J 


5389 


AL390170 


Homo sapiens mRNA; cDNA DKFZp547E184 (fium clone 
DKFZp547E184) 


1 R 




AKU21o5^ 


Homo sapiens cDNA FLJ11597 fis, clone HEMBA1003856 


0.21 


5391 


AK024200 


Homo sapiens cDNA FU14138 fis, clone MAMMA1002765 


U.UUUUJ 


1 


AJ0 11727 


Homo sapiens partial TOP2 beta gene, sequence G 


0.00003 


jjyj J 


A rA 1 DATA 

AF0 18079 


Homo sapiens leukemia inhibitory factor recentor fLIFfift penp 
alternative promoter which is functional in non-placental tissues 


o.z 




AB063085 


Macaca fasciculans brain cDNA clone:QtrA-14876, full insert [ 
sequence 


ft 09#; 


5395 


AF154673 


Homo sapiens olfactory receptor HPFHIOR fHPFHlom vme 
complete cds - | 




1 

jjyo 1 


A "DO A*7 C A c 


Streptococcus pneumoniae section 188 of 194 of the comnlete op^nm* 1 


6 


S^07 1 

JJ7 / 1 


&!j\yy 


S.cerevisiae chromosome XV reading frame ORF YOR291w | 


0.081 


^7QR 1 


ABU421ZU 


Bombyx mori Pao-like retrotransposon Kamikaze DNA, similar to 
polyprotein coding region 




5399 


AF379854 


Cloning vector pVLH/hsp, complete sequence f 


0.0003 


Sdnn 1 


AM UUyo4o 


Homo sapiens HSPC072 protein (HSPC072), mRNA | 


0.022 




ADU56333 ] 


Macaca fascicularis brain cDNA, clone:QflA- 13486 


9E-14 


5402 


AK021824 1 


Homo sapiens cDNA FIJI 1762 fis, clone HEMBA1005670 




54m 1 


3 

AT 51 1A1 A. / 


Human DNA sequence from clone RP1 1-30M17 on chromosome 6, 
x>mplete sequence [Homo sapiens] 


0.026 


SdrjA 1 


AJvU23753 J 


iomo sapiens cDNA FLJ13691 fis, clone PLACE20001OO 


0.077 


5406 


I 

AK014452 c 


tfus musculus 18 days pregnant adult female placenta and extra 
imbryonic tissue cDNA, RIKEN full-length enriched library, 
;lone:3830422K02, full insert sequence 


0.17 


5407 


XM 003220 I 


Iomo sapiens polybromo 1 (PB1), mRNA 


IE-35 


5408 1 


Z78918 I 


isapiens flow-sorted chromosome 6 HindHI fragment, SC6pA19C6 | 


1.5 
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Table 3A Nearest Neighbor (BlastN vs. Genbanlrt 1 


SEQH 
NO 


) 

ACCESSN 




P VALUE 


5409 


1 L13289 


Mycoplasma pirum purine phosphorylase gene, 3' end, 
deoxynboaldolase, thymidine phosphorylase, pyridine deaminase, 
phosphomannomutase genes, complete cds, and triose phosphate 

lounicidbc gene, j eno 


0.06 


5410 


I AC024203 


uaenorhabdiris eiegans cosmid Y72A2A, complete sequence 


6.3 


5411 


AF373586 


Homo sapiens translocation breakpoint MLLTl/MLL fusion gene, 
partial sequence 


0.54 


5412 


Z46774 


A.pieuropneumomae oda gene for transfemn-binding protein (1949 
bp) 


0.025 


5413 


AF3 19044 


lvicuiduobdicuid dceuvorans strain L.zA Mtar (mtaF) and MtaG 
(mtaG) genes, complete cds 


0.44 


5414 


AE001933 


j^emococcus raoioaurans ki section 70 of 229 of the complete 
chromosome 1 


6.3 


5415 


M22734 


numan piateiei-aenvea growth factor A type receptor mRNA, 

fYimnlpf p eric 

LAJUipiVlC wua 


1 

0.59 


5416 


' AF264650 


Asterella tenella trnL gene, intron sequence; chloroplast gene for 
chlnmn1»«it nriviiif^t 


6.4 


5417 


AF378571 


Sambucus mgra clone VBL85 thaumatin-like protein (TLP1) mRNA, 

pnrrmlpfp /vie 


1.6 


5418 


U53183 


Kauus norvegicus KUa estrous-specific protein mRNA, partial cds 


0.7 


5419 


AK026673 


xiomo sapiens cur* a. rUzJUzU lis, clone LNG00943 I 


0.24 


5420 


XM 041367 


Homo sapiens NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 
\iJhdJ 9 Dij) {riUUrtyt), HIKNA 


2E-10 


5421 


AY039939 


Arabidopsis thabana unknown protein (F11F12.23) mRNA, complete 
cds 


5.5 


5422 


AF250135 


mus muscuius spacing iactor Sc35 (Pr264) mRNA, partial cds, 
diLciuaiiveiy spnceo 


1 

2.1 j 


5423 


M32328 


C.pipiens esterase B 1 gene, complete cds 


0.003 j 


5424 


U95369 


Bos taurus inward rectifier potassium channel BIK mRNA, complete 


1 

0.009 


5425 


AE002157 1 


ureapiasma ureaiyticum section 58 of 59 of the complete genome 


5.7 


5426 


AF270633 1 


Homo sapiens clone 5qtel c25t3 sequence 


9E-56 


5427 


Z28252 I 


a.cerevisiae enromosome XI reading frame ORF YKR027w 


0.18 


5428 


] 

AE002601 < 


Drosophila melanogaster genomic scaffold 142000013385253, 
Ajiiipicic sequence 


0.2 j 


5429 I 


AJ403990 ] 


^yid diuoiea microsateuite ujna, clone WHA1-61 


3.8 


5430 


1 

NMJJ19253 ( 


^attus norvegicus protein tyrosine phosphatase, non-recentor tvne 5 
Ptpn5), mRNA 


0.73 


5431 1 


I 

AE006543 t 


Streptococcus pyogenes Ml GAS strain SF370, section 72 of 167 of 
he complete genome 


0.61 


5432 I 


I 

AF146363 


■fomo sapiens islet cell autoantigen ICA69 (ICA1) gene, exon 1 and 
partial cds 


0.073 


5433 1 


M96943 


luman profilaggrin gene exons 1-3, 5* end 


0.066 


5434 j 


AK025246 I 


lomo sapiens cDNA: FU21593 fis, clone COL07050 


0.18 | 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQ IE 
NO 


> 

ACCESSN 


DESCRIP 


P VALTIF 


5435 


XM 027835 


Homo sapiens general transcription factor UIC, polypeptide 4 (90kD) 
(GTF3C4), mRNA 


5 9 


5437 


AJ223441 


Branchiostoma floridae Pax6 gene (AmphiPax6), clone J2 


0.24 


5438 


AB048345 


Equus caballus DNA, chromosome Xp21, microsatellite TKY39 


I fi 7-1 


5439 


AB049844 


Macaca fascicular^ brain cDNA, clone:QnpA-18434 


2 7 


5440 


XM 036740 


Homo sapiens similar to nuclear pore membrane elvcoorotein 210 (M 
musculus) (LOC91181), mRNA 


0.19 


5441 


AK019537 


Mus musculus adult male testis cDNA RDGEN full-lenfith enriched 
library, clone:4921505C17, full insert sequence 


0.081 


5442 


AE003964 


Xylella fastidiosa 9a5c, section 1 10 of 229 of the complete genome 


6 


5443 


X95276 


P.falciparum complete gene map of plastid-like DNA (IR-B) 


0.008 


5444 


AF3 10264 


Ovis aries leptin mRNA, partial 3' UTR 


2.2 


5445 


XM 048688 


Homo sapiens hypothetical protein ELJ10420 (FLJ10420), mRNA 


2.2 


5446 


AC007133 


Arabidopsis thaliana chromosome n section 209 of 255 of the 
complete sequence. Sequence from clones T6A23, F13I13 


2 


5447 


AJ011727 


Homo sapiens partial TOP2 beta gene, sequence G 


0.00003 


5448 


AF214665 


Homo sapiens cAMP responsive element modulator fCREM) eene 
exon H 


0.52 


5449 


AF269319 


Staphylococcus epidermidis strain SRI clone step.l002a02 genomic 
sequence 


1.9 


5450 


AE001393 


Plasmodium falciparum chromosome 2, section 30 of 73 of the 
complete sequence 


0.72 


5451 


XM 002437 


Homo sapiens cAMP-regulated guanine nucleotide exchange factor n 
(CAMP-GEFH), mRNA • 




5452 


AF298224 


Homo sapiens RPCI-II 289E13 CD21 gene, partial cds 


0.007 


5453 


AF254641 


Homo sapiens oxytocin/vasopressin intergenic region 


0.01 


5454 


XM 010303 


Homo sapiens phosphate cytidylyltransferase 1, choline, beta isoform 
(PCYT1B), mRNA 


2 


5455 


AK014447 


Mus musculus 18 days pregnant adult female placenta and extra [ 
embryonic tissue cDNA, RIKEN full-length enriched library, 
clone:3830421F13, full insert sequence 


0 22 


5456 


M21084 


P.hybrida 5^nolr^ruvylshikimate 3-phosphate synthase mRNA, 
complete cds 


0.24 


5457 


XM 006648 


Homo sapiens Microfibril-associated glycoprotein-2 (MAGP2), 
mRNA 


1.4 


5458 


AF175434 


Gallus gallus T cell receptor delta chain (TCRD) pseudogene, partial 
sequence 


0.76 




AE000775 


Aquifex aeolicus section 107 of 109 of the complete genome 


0.0008 i 


5460 


XM 031261 


Homo sapiens similar to KIAA0377 gene product (H. sapiens) i 
CLOC90371), mRNA 


1.6 


5461 


1 

BC008389 


Homo sapiens, Similar to hypothetical protein LOC57821, clone 
[MAGE:4076369, mRNA 


0.24 
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SEQH 
NO 


) 

ACCESSN 


DESCRIP 


P VALUE 


5462 


AF327739 


Streptococcus thermophilus Pebl (pebl), GlnO felnO} response 
regulator Rrl (rrl), Hpk2 (hpk2), YycJ-like protein fwcJ) and MurM 
(murM) genes, complete cds 


U.UJ 


5463 


AY030939 


HIV-1 isolate NC3940-1998 from USA pol polyprotein (pol) gene, 
partial cds 




5464 


XM 049237 


Homo sapiens KIAA0841 protein (KIAA0841) mRNA 


O 051 

w.UJJ 


5465 


AY017147 


Paracheilognathus imberbis mitochondrial control region, partial 
sequence 


0.25 


5466 


X81451 


Nfrontalis enolase gene, promotor region 


0.009 


5467 


AF271036 


Mus musculus clone rF12m odorant receptor gene, partial cds 


2E-08 


5468 


J05637 


Yeast (S.cerevisiae) 70 kDa heat shock protein (SSA4) gene complete 
cds 


0.22 


5469 


X75420 


P.falciparum (FCR3) cpn60 gene 


0 025 


5470 


AF213017 


Acinetobacter calcoaceticus KHP18 partial pKLH2 plasmid including 
aberrant mercury resistance transposon TnPKLH2, truncated insertion 
sequence IS101LD1, and determinants for CinH resolution system 


1.9 


5471 


AC024806 


Caenorhabditis elegans cosmid Y52E8A, complete sequence 


0 026 


5472 


AF183178 


Drosophila melanogaster filarnin isoforms A and B (Filamin) gene, 
exons 1 and 2 


0.043 


5473 


AF209925 


Plasmodium falciparum STARP antigen (STARP) gene, complete cds 


2.1 


5474 


AJ410864 


Ectomycorrhizal isolate ECM 133 internal partial internal transcribed 
spacer 1 (ITS1), 5.8S ribosomal RNA gene, and partial internal 
transcribed spacer 2 (TTS2); isolate ECM 133 


2 


5475 


NCJ)01889 


Dictyostelrum discoideum plasmid Ddp5, complete sequence 


2.1 


5476 


AY009594 


Boophilus microplus clone PNC 189 isolate Kilkivan2 microsatellite 
sequence 


0.19 


5477 


U55723 


Human ataxia-telangiectasia (ATM) gene, exon 25 


0.69 


5478 


AF197229 


Saguinus oedipus MHC class n antigen (Saoe-DRBl) gene, Saoe- 
DRB1*0303 allele, partial sequence 


0.00004 


5479 


AE001290 


Chlamydia trachomatis section 17 of 87 of the complete genome 


0.2 


5480 


XM 016611 


Homo sapiens similar to 8-oxoguanine DNA glycosylase (H. sapiens) 
(LOC93577), mRNA 


0.069 


5481 


AJ224148 ) 


Saccharomyces cerevisiae mitochondrial Tyr-tRNA, Asn-tRNA and 
Met-tRNA genes 


0 026 


5482 


AK022243 ] 


Homo sapiens cDNA FLJ12181 fis, clone MAMMA1000746 


0.17 


5483 


] 

U07354 i 


Legionella pneumophila Philadelphia-1 intracellular multiplication 
region (icmV, icmW, icmX, lphB) genes, complete cds 


0.33 


5484 


] 

AE001366 < 


Plasmodium falciparum chromosome 2, section 3 of 73 of the 
complete sequence 


0.14 


5485 


1 

AE001385 < 


> lasmodium falciparum chromosome 2, section 22 of 73 of the 
complete sequence 


1.5 


5486 


1 

L81686 s 


iomo sapiens (subclone l_a3 from PI H54) DNA sequence, complete 
;equence 


0.62 


5487 


XMJ) 17648 I 


■Iomo sapiens leucine-rich repeat-containing 2 (LRRC2) mRNA 


0.0006 
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[SEQID 

NO ACCESSN 

^488 AE001372 



5489 | Z4694T 



Table3A Nearer Nggtoor (BlastN vs .Genh^ 

■ DESCRIP 
Plasmodium falciparum chromosome 2, section 9 of 73 of the 
complete sequence 



5490 U68246" 
3491 AK009952 

5492 AF190794 

5493 I AF336796 
AB035844 
AF127240 

5496 | AY019789 



AF106953 
XM_007172 



IRsapiens lipopr otein lipase (LPL> ^ ^ 

Ittctyostehuui discoideum WacA AvacA^ ^ „„, 

C S ™>* ^gue cDNA, RTKEN full-length enriched 

library, cl On e:2310057CTUfall insert; ^„ m ^ 8 

Arabidopsis thaliana subnlian-type serine endopeptidase XSPl" 
J mRNA, complete cds 

jptosmodium falciparum (Tyrmrnin-like protein (dyn) mRNA, complete | 

kotumix cotumix japonica DNA. mjcrosatellite GUJ0034 sequence 
Nicottana labacum culdvar Xanthi arginine decarboxylase 1 (ADCl) 
gene, complete cds v v 

Kef" miCTOSatelllteMRG2114 staining (AT>X78, genomic 



0.58 



Homo sapiens Susi (SOS1) gene, partial rWc 



NM_006915 
X95961 

5501 1 XM 041428 



5502 



Homo sapiens m ao-21 (Q elej^-like 1 (MAB2 1L lTlnR MA^ 
[t^osapiens renmtis pigmentosa 2 (X-Iinked recessive) (RP2), 

A. thaliana CER3-like genT 
^sapiens inositol 1,4,5-tf phosphate receptor, type 1 (m>Rlf 



0.43 



S50200 



5503 
5504 
5505 



AE001178 
Z74797 
X15979 



dopamine beta-h ydroxylase fmice. Getinm^/ mPMA 

IRntTpfia hMrCT^nrPa^ f y> j ^» 1 



0.014 

0.003 
0.071 

0.18 



5506 1 AF221538 



5507 AF083226 

5508 1 AF262729 



5509 | AF263057 



5510 AF061244 

5511 I X64612 

5512 I AF269472 
5514 I AF297021 



B or relia burgdonen (section 64 of 70) of the complete gen^T 

IS.cerevisiae c hromosome XV reading frame ORF YO T 

Plasmodium taicipanim alpha-tubulin I gene 

Cryptosporidium felis heat shock protein 7Q (HSP70) gene, pa rtial „h I 
ICaennrnahnitic plonann i t 



2.1 



5515 1 AL391744 

5516 I XM 034682 



Caenorhabditis elegans nuclear receptor NHR-8 (nhr-8) mRNA " 
[complete cds 5 

[Ornithorhynchus anatinus olfactory recen tprpl^ gene, pa rtial cds 
Cobtis amchthosensis ATP synthase 8 (ATP 8) and ATP synthase 6 " 
prolS COmplete ^ mitochondrial genes for mitochondrial 

T^aT** B DNA P 01 ^ 1 ** (Mtpol) gene, complete 
cds; tRNA-Asn gene, complete sequence; and unknown genes 
mitochondnal genes for mitochondrial products 
Ksapiens dystrophin-gene (introns 13/42) 

'Staphylococcus epiderrnidis strain SRI clone step.l005a!2 genomic 
sequence 8 

Homo sapiens GE36 gene, exon 8 



0.003 
0.69 

0.21 



S.pombe chromosome I cosmid 1 c!7D4 
Homo sapiens similar to general transcription factor II i m sanienO 
(LOC90875),mRNA ^ sapiens) 



0.12 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 

MU 


ACCESSN 


DESCRIP 


P VALUE 


5517 


AF361817 


Arabidopsis thaliana Atlg06730/F4H5_22 gene, complete cds 


| 0.69 


Cf 10 

3518 


Z48243 


Athaliana PARP mRNA for PARP protein 


0.69 


5519 


AL390169 


Homo sapiens mRNA; cDNA DKFZp547D064 (from clone 
DKFZp547D064) 


e-180 


5520 


NM 032141 


Homo sapiens hypothetical protein DKFZp434K1421 
(DKFZP434K1421), mRNA 


e-169 


5521 


XMJ)37214 


Homo sapiens laminin, alpha 5 (LAMA5), mRNA 


0.62 


5522 


AL1 10675 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


0.008 


5523 


AF124216 


Dasyurus viverrinus/maculatus mixed DNA library microsatellite 
Q4.4. 10 sequence 


1.9 


5524- 


AL583762 


Human chromosome 14 DNA sequence Partial sequence from BAC R- 
1109N18_PCR1 of library RPCM1 from chromosome 14 of Homo 
sapiens (Human), complete sequence 


6E-42 


5525 


AC024758 


Caenorhabditis elegans cosmid Y37E1 1AM, complete sequence 


1.4 


5526 


AF260528 


Homo sapiens MER receptor tyrosine kinase (MERTK) gene, exons 
17 and 18 


3E-35 


5527 


AF246997 


Plasmodium falciparum malaria exported protein-1 (EXP-1) gene, 
complete cds 


0.019 


5528 


XM011810 


Homo sapiens sigma receptor (SR3 1747 binding protein 1) (SR-BP1), 
mRNA 


3.9 


5529 


XM_011100 


Homo sapiens complement component 7 (C7), mRNA 


5.9 


5530 


X64315 


S.scrofa mRNA for Na/D-glucose cotransporter regulatory-subunit 


0.0007 


5531 


XM 048945 


Homo sapiens bromodomain adjacent to zinc finger domain, 2A 
(BAZ2A), mRNA 


3.4 


5532 


XM 046506 


Homo sapiens DKFZP566I1024 protein (DKFZP566I1024), mRNA 


1E-10 


5533 


XM 002977 


Homo sapiens ring finger protein 13 (RNF13), mRNA 


2.8 


5534 


AJ300359 


Homo sapiens partial RYR2 gene for ryanodine receptor 2, exon 20 


1E-36 


5535 


BC008590 


Homo sapiens, hypothetical protein FLJ21313, clone MGC16820 
1MAGE:4 148772, mRNA, complete cds 


e-154 


5536 


XM 050246 


Homo sapiens secretory protein SEC8; KIAA1699 protein (SEC8), 
mRNA 


0 


5537 


AL442094 


Homo sapiens mRNA; cDNA DKFZp547E024 (from clone 
DKFZp547E024) 


2 


5538 


AF225975 \ 


Tribolium castaneum Tc-tailless gene, upstream regulatory region and 
partial cds; tRNA-Tyr gene, complete sequence; and unknown gene 


0.24 


5539 


AJ304934 


Sidalcea malviflora x Sidalcea oregana 5.8S rRNA gene, internal 
transcribed spacer 1 (ITS1) and internal transcribed spacer 2 (ITS2) 


2.1 


5540 


AE001528 


Helicobacter pylori, strain J99 section 89 of 132 of the complete 
genome 


0.009 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5541 


XM 046698 


Homo sapiens putative DNA/chromatin binding motif (PLU-1), 
mRNA 


2.5 


5542 


AF101309 


Caenorhabditis elegans cosmid H24G06, complete sequence 


2.1 


5543 


AL023839 


Caenorhabditis elegans cosmid Y39A1C, complete sequence 


1.4 


5544 


XM 017673 


Homo sapiens hypothetical protein FLJ2 1934 (FLJ21934), mRNA 


0 


5545 


U27317 


Homo sapiens 11 beta-hydroxysteroid dehydrogenase 2 (HSD11B2) 
gene, complete cds 


2E-92 


5546 


XM 045095 


Homo sapiens KIAA1320 protein (KIAA1320), mRNA 


0.6 


5547 


AF143066 


Lepidopilum scabrisetum ribosomal protein system 4 (rps4) gene, [ 
partial cds 


0.25 


5548 


BC010880 


Homo sapiens, Similar to dihydropyrimidinase-like 2, clone 
MGC:1757 IMAGE:3542012, mRNA, complete cds 


5.2 


5549 


L25128 


Lycopersicon esculentum auxin-induced proteinase inhibitor (ARPI) 
gene, complete cds 


0.55 


5550 


NM 030665 


Homo sapiens retinoic acid induced 1 (RAH), mRNA 


9E-57 j 


5552 


AF127699 


Erythroxylum argentinum chloroplast atpB-rbcL spacer 


5.5 


5553 


U97192 


Caenorhabditis elegans cosmid C01F4, complete sequence 


2.7 


5554 


AF145302 


Arabidopsis thaliana 14-3-3 protein GF14 epsilon (GRF10) gene, 
complete cds 


8.9 


5555 


AF169241 


Citrus sinensis capsanthin/capsorubin synthase (CCS) gene, complete 
cds 


0.21 


5556 


AF153268 


Tetrahymena thermophila dynein heavy chain (DYH6) gene, partial 
cds 


1E-15 


5557 


L13966 


Mouse delta/YY 1/NF-E 1 AJCRBP transcription factor, exon 3 


0.65 


5558 


AF172730 


Streptococcus gordonii Sagp-like protein gene, complete cds; and Oct- 
like protein gene, partial cds 


1.9 


5559 


AL591422 


Human DNA sequence from clone RP1 1-124P3 on chromosome X, 
complete sequence [Homo sapiens] 


1.8 


5560 


AF328433 


Homo sapiens clone 2qtel_c275_24t3 sequence 


4.8 1 


5561 


AF052640 


Podarcis pityusensis cytochrome b (cytb) gene, mitochondrial gene 
encoding mitochondrial protein, partial cds 


2.3 


5562 


AF133000 


Cicindela marutha 16S large subunit ribosomal RNA, mitochondrial 
gene for mitochondrial product, complete sequence 


0.024 


5563 


AJ239057 


Antirrhinum majus far gene for farinelli protein 


5.1 


5564 


AL032651 


Caenorhabditis elegans cosmid Y6D1 A, complete sequence 


2 


5565 


AJ278974 


Homo sapiens partial SNAP-23 gene for synaptosome associated 
protein-23, exons 6-8 


1.8 


5566 


M33379 


Guinea pig lipoprotein lipase (gplpl) gene, exon 3-7 


0.46 


5567 


AF303443 


Rheum reticulatum tRNA-Leu (trnL) gene and trnL-trnF intergenic 
spacer, partial sequence; chloroplast gene for chloroplast product 


0.018 


5568 


L81826 


Homo sapiens (subclone l^glO from PI H39) DNA sequence, 
complete sequence 


4E-16 


5569 


NM 005958 


Homo sapiens melatonin receptor 1 A (MTNR1A), mRNA 


2 


5570 


AJ133356 


Homo sapiens MSMB gene (partial), exons 2-3 


0.66 
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Table 3 A Nearest Neighbor (BlastN vs. Genbank) 


SEQED 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5571 


D86577 


Human herpesvirus type 7 U38 gene, U39 gene for glycoprotein B and 
U40 gene for DNA polymerase, complete and partial cds 


0.5 


5572 


AE006578 


Streptococcus pyogenes Ml GAS strain SF370, section 107 of 167 of 
the complete genome 


0.008 


5573 


U31170 


Streptococcus mutans ATPase operon, complete sequence 


! 0.041 | 


5575 


AF301004 


Schistosoma mansoni thioredoxin peroxidase 3 (TPx3) gene, complete 
cds 


0.23 


5576 


AF269295 


Staphylococcus epidermidis strain SRI clone step.l000d09 genomic- 
sequence 


2 


5577 


AF1 14934 ; 


Saccharonryces sp. S6U ATP synthase subunit 8 (ATP8) gene, 
mitochondrial gene encoding mitochondrial protein, complete cds 


0.008 


5578 


AF261143 ! 


Homo sapiens chromosome 9 lung cancer-associated mRNA 


2 


5579 


X95276 


Rfalciparum complete gene map of plastid-like DNA (IR-B) 


0.00003 


5580 


NM 030844 


Rattus norvegicus islet cell autoantigen 1, 69 kDa (leal), mRNA 


0.63 


5581 


XM 001738 


Homo sapiens proteoglycan 4, (megakaryocyte stimulating factor, 
articular superficial zone protein) (PRG4), mRNA 


0.21 


5582 


AB060860 


Macaca fescicularis brain cDNA clone:QtrA-l 1624, full insert 
sequence 


5.1 


5583 


NC_001566 


Apis mellifera ligustica mitochondrion, complete genome 


0.15 


5584 


AF239566 


Polycycnis ornata tRNA-Leu (trnL) gene, partial sequence; and trnL-F 
intergenic spacer region, complete sequence; chloroplast gene for 
chloroplast product 


0.008 


5585 


X92893 


C.roseus GGPP synthase gene 


1.6 


5586 


XM_002601 


Homo sapiens desmin (DES), mRNA 


5.7 


5587 


NM_012745 


Rattus norvegicus CD94 antigen (located within the rat natural killer 
gene complex) (Klrdl), mRNA 


1.4 


5588 


AK022035 


Homo sapiens cDNA FLJ1 1973 fis, clone HEMBB1001221 


0.023 


5589 


AB020595 


Plasmodium falciparum 1-CysPxn mRNA for 1-cys peroxidoxin, 
complete cds 


1.4 


5590 


AL121778 


Human DNA sequence from clone RP5-839B11 on chromosome 20. 
Contains the first coding exon of the gene for a novel protein with a 
Kunitz/Bovine pancreatic trypsin inhibitor domain and WAP-type 
(Whey Acidic Protein) Tour-disulfide core' domains and an e> 


0.07 


5591 


AF222338 


Rattus norvegicus voltage gated N-type calcium channel alpha IB 
gene, partial cds, alternatively spliced 


5.8 


5592 


AF247193 


Mus musculus endobrevin (Vamp8) gene, exon 1 


0.18 | 


5593 


AC026061 


Homo sapiens BAC clone RP11-223K9 from Y, complete sequence 


e-163 j 


5594 


XM_030132 


Homo sapiens ubiquirin specific protease 9, X chromosome 
(Drosophila fat facets related) (USP9X), mRNA 


0.21 


5595 


AK015052 


Mus musculus adult male testis cDNA, RUCEN full-length enriched 
library, clone:4930402K13, full insert sequence 


0.22 


5596 


AK023333 


Homo sapiens cDNA FU13271 fis, clone OVARC1001000 


0.002 


5597 


AB058702 


Homo sapiens mRNA for KIAA1799 protein, partial cds 


0.007 


5598 


j Z36800 


Rsapiens (xsl49) mRNA, 250bp 


0.0003 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5599 


XM_044123 


Homo sapiens cadherin 20, type 2 (CDH20), mRNA 


4E-48 


5600 


XMJB0272 


Homo sapiens LOC88835 (LOC88835), mRNA 


0.3 


5601 


AF030944 


Bragia malayi microfilaria! sheath protein SHP3a (Bmshp3a) and 
microfilarial sheath protein SHP3 precursor (Bmshp3) genes, 
complete cds 


0.089 


5602 


U59882 


Mus musculus MLH1 gene, exon 2 


5.2 


5603 


AL591498 


Human DNA sequence from clone RP1 1-1 13L1 2 on chromosome 13, 
complete sequence [Homo sapiens] 


1.8 


5604 


AB002169 


Rattus norvegicus RT1.P1 pseudogene for TL antigen 


2 


5605 


AB009907 


Luciola kuroiwae mitochondrial DNA for 16S rRNA, partial sequence 


0.003 


5606 


AF336829 


Rattus norvegicus NEDD8-activating enzyme mRNA, complete cds 


0.58 


5607 


AJ3 10344 


Scyliorhinus canicula partial mRNA for follicle stimulating hormone 
beta subunit (fsh beta gene) 


0.22 


5608 


D00653 


Homo sapiens gene for enteric smooth muscle gamma-actin, exon 8 


2 


5609 


AF203972 


Shuttle vector pBA complete sequence 


2 


5610 


AK004804 


Mus musculus adult male lung cDNA, RIKEN full-length enriched 
library, clone: 12000 16B11, full insert sequence 


5.3 


5611 


AF270009 


Staphylococcus epidermidis strain SRI clone step.l040e03 genomic 
sequence 


0.037 


5612 


BC006448 


Homo sapiens, clone IMAGE:3637085, mRNA 


1.9 


5613 


AF298202 


Dictyostelium discoideum putative transposon DDT-B, complete 
sequence 


0.019 


5614 


AF272001 


Ebola virus subtype Zaire strain Mayinga complete genome 


0.002 


5615 


M86544 


Cow prostaglandin F synthetase n (PGFSII) mRNA, complete cds 


0.075 


5616 


XM 039684 


Homo sapiens putative G-protein coupled receptor (SHI 20), mRNA I 


0.16 


5617 


AJ299399 


Medicago truncatula mRNA for putative AUXl-like permease (lax3 
gene) 


6.4 


5618 


L39214 


Ovis aries glucose transporter type 3 (GLUT-3) mRNA, complete cds 


0.23 


5619 


XM 010126 


Homo sapiens stromal antigen 2 (STAG2), mRNA 


e-127 


5620 


Z23801 


H. sapiens (D17S931) DNA segment containing (CA) repeat; clone 
AFM248tg5; single read 


• 5E-19 


5621 


AF210842 


Homo sapiens HARP (HARP) gene, exon 17 and complete cds 


0.65 


5622 


AB047239 


Staphylococcus aureus DNA, complete structure of cassette 
chromosome(SCC)-like element, strain: ATCC25923 


0.25 


5623 


AB035193 


Homo sapiens RHCE gene, intron 7, complete sequence 


2.1 


5624 


XM 045035 


Homo sapiens hypothetical protein FU21343 (FLJ21343), mRNA 


2.4 


5625 


XM 052223 


Homo sapiens DKFZP564G092 protein (DKFZP564G092), mRNA 


0.67 


5626 


Z28007 


S.cerevisiae chromosome XI reading frame ORF YKL007w 


0.23 
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Table 3 A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5627 


M14080 


Herpesvirus saimiri thymidylate synthase gene, complete cds 


0.025 


5628 


AF067218 


Caenorhabditis elegans cosmid K10E9 


0.071 


5629 


AK017102 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4933437K13, full insert sequence 


0.76 


5630 


XMJ)38524 


Homo sapiens hypothetical protein FLJ23059 (FLJ23059), mRNA 


e-118 j 


5631 


AB052773 


Bombyx mori Bmdsx gene, exon 1, 2, 3, 4, female-specific splicing 
product complete cds 


0.24 


5632 


AF233069 


Galdieria sulphuraria maturase (matK) gene, partial cds; SOS 
ribosomal protein, ribulose-l,5-bisphosphate carboxylase/oxygenase 
large subunit (rbcL), ribulose-l,5-bisphosphate carboxylase/oxygenase 
small subunit (rbcS), acetohydroxy-acid synthase small> 


0.55 


5633 


AK027218 


Homo sapiens cDNA: FLJ23565 fis, clone LNG10846 


0.24 | 


5634 


AF198462 


HIV-1 isolate WM710-5 from Australia envelope glycoprotein (env) 
gene, partial cds 


0.61 


5636 


AF213717 


Euhadra quaesita haplotype Mana-B 16S ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.21 


5637 


AE002730 


Drosophila melanogaster genomic scaffold 142000013385730, 
complete sequence 


1.4 


5638 


API 10027 


Candida albicans ATP-dependent transporter (YCF) gene, complete 
cds 


0.069 


5639 


Z73978 


Caenorhabditis elegans cosmid ZC302, complete sequence 


0.21 


5640 


AF379877 


Aclista sp. M226 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


0.52 


5641 


AF364544 


Larix lyallii microsatellite LLY13 sequence 


2.2 


5642 


AF346905 


Dermatophagoides farinae allergen Def f H precursor, mRNA, partial 
cds 


0.008 


5643 


AE001426 


Plasmodium falciparum chromosome 2, section 63 of 73 of the 
complete sequence 


0.001 j 


5644 


XM 002850 


Homo sapiens TU3 A protein (TU3 A), mRNA 


0.078 


5645 


AB032899 


Rattus norvegicus PIPK2 alpha mRNA for phosphatidylinositol 5- 
phosphate 4-kinase alpha, complete cds . 


4.4 


5646 


AK017370 


Mus musculus 6 days neonate head cDNA, RIKEN full-length 
enriched Ubrary, clone:5430431E21, full insert sequence 


6E-64 


5647 


XM 042126 


Homo sapiens similar to GTP-RHO BINDING PROTEIN 1 
(RHOPHILIN) (M. musculus) (LOC91997), mRNA 


3E-47 


5648 


XM 048666 


Homo sapiens runt-related transcription factor 1 (acute myeloid 
leukemia 1; amll oncogene) (RUNX1), mRNA 


6.3 


5649 


AJ000259 


Caenorhabditis elegans osm-6 mRNA 


0.6 


5650 


AK017713 


Mus musculus 8 days embryo cDNA, RIKEN full-length enriched 
library, clone:5730488L07, full insert sequence 


0.087 


5651 


XMJ)10294 


Homo sapiens arylsulfatase E (chondrodysplasia punctata 1) (ARSE), 
mRNA 


8E-36 ! 


5652 


XM 039942 


Homo sapiens Meis (mouse) homolog 3 (MEIS3), mRNA 


0.53 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQED 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5653 


AK019524 


Mus musculus 0 day neonate head cDNA, RJKEN full-length enriched 
library, clone:4833439017, full insert sequence 


1.7 


5654. 


XM_045122 


Homo sapiens KIAA1451 protein (KIAA1451), mRNA 


5E-38 


5656 


AK009345 


Mus musculus adult male tongue cDNA, RIKEN full-length enriched 
library, clone:2310014M14, full insert sequence 


3E-35 


5657 


AF192496 


Homo sapiens PDX-1 gene, 5* flanking region 


1.5 


5658 


XM 052620 


Homo sapiens KIAA0935 protein (KJAA0935), mRNA 


0.0003 


5659 


XM_049514 


Homo sapiens hypothetical protein FLJ13153 (FLJ13153), mRNA 


5.6 


5660 


AJ400965 


Proteus mirabilis ORF1 DNA, katA gene and menE gene, strain PR 


6.5 


5661 


NM 031809 


Rattus norvegicus cyclic nucleotide-gated channel beta subunit 1 
(Cngbl), mRNA 


0.63 


5662 


AF230741 


Notothenia coriiceps alphaNCPl (alphaNCPI), betaNCPl (betaNCPI), 
alphaNCP2 (alphaNCPII), and betaNCP2 (betaNCPH) genes, 
complete cds 


1.6 


5663 


ACX)79878 


Homo sapiens BAC clone RP11-343P21 from 7, complete sequence 


0.086 


5664 


XM 029904 


Homo sapiens hypothetical gene supported by AK023961 
(LOC90205), mRNA 


1.9 


5665 


AY042792 


Arabidopsis thaliana translin-like protein (At2g37020; T1J8.20) 
mRNA, complete cds 


4.6 


5666 


AB018347 


Homo sapiens mRNA for KIAA0804 protein, partial cds 


0.068 


5667 


AY018017 


Oryza sativa microsatellite MRG0342 containing (AG)X22, closest to 
marker Gl 185, genomic sequence 


0.059 


5668 


AE005310 


Escherichia coli 0157 :H7 EDL933 genome, contig 1 of 3, section 134 
of 155 


0.49 


5669 


XM 034498 


Homo sapiens farnesyl diphosphate synthase (farnesyl pyrophosphate 
synthetase, dimethylallyltranstransferase, geranyltranstransferase) 
(FDPS), mRNA 


5.3 


5670 


AK027123 


Homo sapiens cDNA: FU23470 fis, clone HSI11950 


0.17 ( 


5671 


NM 013696 


Mus musculus thyrotropin releasing hormone receptor (Trhr), mRNA 


0.23 


5673 


L23758 


Bos taurus lysozyme 7 A mRNA 


0,8 


5674 


AY034963 


Arabidopsis thaliana putative polypeptide chain release factor 
(F13K23.17) mRNA, complete cds 


1.4 


5675 


XM 028009 


Homo sapiens KIAA1563 protein (KIAA1563), mRNA 


2E-71 ! 


5676 


XM 046473 


Homo sapiens Rho GDP dissociation inhibitor (GDI) alpha 
(ARHGDIA), mRNA 


0.59 


5677 


NM 000148 


Homo sapiens fucosyltransferase 1 (galactoside 2-alpha-L- 
fucosyltransferase, Bombay phenotype included) (FUT1), mRNA 


0.0000001 


5678 


AF203477 


Drosophila melanogaster Sticky chl (stichl) mRNA, partial cds 


2.1 


5679 


AF269242 


Plasmodium falciparum transmission-blocking target antigen Pfs230 
(s230) gene, complete cds 


0.23 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQBD 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5680 


AE006954 


Mycobacterium tuberculosis CDC1551, section 40 of 280 of the 
complete genome 


2.1 


5681 


Z93386 


Caenorhabditis elegans cosmid R11H6, complete sequence 


0.023 


5682 


XM 012723 


Homo sapiens chromosome 18 open reading frame 1 (C18orfl), 
mRNA . 


5.8 


5683 


AF171785 


Drosophila melanogaster clone 69 mRNA sequence 


0.73 j 


5684 


AF159105 


Homo sapiens intestinal trefoil factor gene, 5' flanking region j 


0.02 


5685 


NM011889 


Mus musculus septin 3 (Sept3), mRNA 


4.6 


5688 


NM 008541 


Mus musculus MAD homolog 5 (Drosophila) (Madh5), mRNA 


0.0000002 


5689 


XM 043345 


Homo sapiens similar to inner centromere protein antigens (135kD, 
155kD) (R sapiens) (LOC92175), mRNA 


0.075 


5690 


AL590109 


Human DNA sequence from clone RP1 1-405 J10 on chromosome 10, 
complete sequence [Homo sapiens] 


0.003 


5691 


XM 051593 


Homo sapiens hypothetical gene supported by AF055004 
(LOC93477), mRNA 


0.55 


5692 


U22345 


Human chromosome 20ql2 locus-specific repeat 


0.008 


5693 


X63385 


B.thuringiensis IS23 IF DNA 


0.72 


5694 


AF288224 


Brachyspira hyodysenteriae DNA Gyrase B subunit gene, complete 
cds 


0.006 


5695 


AF279456 


Lycopersicon hirsutum sesquiterpene synthase 2 (SSTLH2) mRNA, ! 
complete cds 


0.06 


5696 


AF055992 


Homo sapiens Duffy antigen/chemokine receptor (FY) gene, FY*X 
allele, complete cds 


1.5 


5697 


AF167306 


Homo sapiens synuclein alpha interacting protein (SNCAIP) gene, 
exon 10 and complete cds 


0.99 


5698 


AJ277985 


Nicotiana tabacum dreppl gene, exons 1-4 


0.22 


5699 


NMJ)30238 


Mus musculus dynein, cytoplasmic, heavy chain 1 (Dnchcl), mRNA 


I 4E-25 


5701 


X95343 


N.tabacum mRNA for HSR201 protein 


5.9 | 


5702 


AE002116 


Ureaplasma urealyticum section 17 of 59 of the complete genome 


0.68 


5704 


XM 029907 


Homo sapiens anillin (Drosophila Scraps homolog), actin binding 
protein (ANLN), mRNA 


0.72 


5705 


AJ304804 


Homo sapiens ANKRD2 gene for skeletal muscle ankyrin repeat, 
exons 1-9 


0.22 


5706 


AF371373 


Cricetulus griseus hypothetical protein Al-3 mRNA complete cds 


0.72 


5707 


AE007446 


Streptococcus pneumoniae section 129 of 194 of the complete genome 


0.18 


5708 


L44121 


Homo sapiens (clone pHK2.1D) CMT1A gene, repeat unit 


6.6 


5709 


X90848 


S.scrofe ppk98 gene 


0.23 


5710 


AF397903 


Pisum sativum AAA-metalloprotease FtsH (FTSH) mRNA complete 
cds; nuclear gene for mitochondrial product 


3.8 


5711 


XMJ)27365 


Homo sapiens ADP-ribosylation factor-like 6 interacting protein 
(ARL6IP), mRNA 


1E-30 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5712 


L01574 


Homo sapiens P-selectin CD62 (GRMP) gene, 5' end and promoter 
region 


0.00001 


5713 


AY023618 


Oryza sativa inicrosatellite MRG5943 containing (TTA)X55, closest 
to marker RG908, genomic sequence 


0.00009 


5714 


AE004377 


Vibrio cholerae chromosome n, section 34 of 93 of the complete 
chromosome 


0.58 


5715 


AL1 15472 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


0.2 


5716 


XM 042855 


Homo sapiens hypothetical gene supported by BC006369; BC008013 
(LOC92105), mRNA 


8E-23 


5717 


XM 015203 


Homo sapiens region containing deleted in azoospermia 2; deleted in 
azoospermia (LOC90902), mRNA 


1E-19 


5718 


AY019789 


Oryza sativa microsatellite MRG2114 containing (AT)X78, genomic 
sequence 


0.0000003 


5719 


AB010300 


Garlic virus A genomic RNA, complete sequence 


0.001 


5720 


AF171785 


Drosophila melanogaster clone 69 mRNA sequence 


0.73 


5721 


AF325188 


Phaseolus coccineus suspensor-specific protein (C541-like) gene, 
complete cds 


0.24 


5722 


XM 048692 


Homo sapiens similar to hypothetical protein (H. sapiens) 
(LOC92998), mRNA 


1E-16 


5723 


AE006878 


Sulfolobus solfataricus section 237 of 272 of the complete genome 


2.2 


5724 


AF038919 


Dictyostelium discoideum PslA (pslA) gene, complete cds 


0.026 


5725 


AF368257 


Bacillus thuringiensis plasmid encoded CrylBa (crylBa) gene, 
complete cds 


2.1 


5726 


AF148319 


Homo sapiens imprinting center, AS-SRO region 


1.8 


5727 


D49412 


Human gene for interieukin 3 receptor alpha subunit, exon 1 1 


0.23 


5728 


AJ012488 


Mus museums gene encoding serotonin receptor 5-HT2B, exons 1-3 


0.25 


5729 


AL445224 


Human DNA sequence from clone RP11-259P20 on chromosome 6, 
complete sequence [Homo sapiens] 


2 


5730 


AK025021 


Homo sapiens cDNA: FLJ21368 fis, clone COL03056, highly similar 
to AF158555 Homo sapiens glutaminase C mRNA 


e-171 


5731 


D38252 


Raphanus sativus dark-inducible and senescence-associated gene, 
exon 1 to 5 


0.62 


5732 


XM 051880 


Homo sapiens hypothetical gene supported by AK026792 
(LOC93533), mRNA 


5.6 


5733 


K00769 


yeast (s.pombe) 5s rrna gene and flanks, clone psprll 


0.023 


5734 


AL031254 


Caenorhabditis elegans cosmid 4R79, complete sequence 


0.082 | 


5735 


AK001945 


Homo sapiens cDNA FLJ11083 fis, clone PLACE1005232 


2.1 


5736 


XM_012452 


Homo sapiens ryanodine receptor 3 (RYR3), mRNA 


0.008 


5737 


XMJ)46442 


Homo sapiens hypothetical protein FLJ23045 (FLJ23045), mRNA 


6E-33 


5738 


AF072513 


IUex argentinus microsatellite Ia203 


0.69 


5739 


XM_050747 


Homo sapiens TClO-like Rho GTPase (TCL), mRNA 


5E-20 


5740 


AC079757 


Homo sapiens clone RP11-109N2, complete sequenoe 


0.62 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


1 DESCRIP 


P VALUE 


5741 


XM 042128 


Homo sapiens KIAA1691 protein (BOAA1691), mRNA 


4.4 


5742 


NM 004342 


Homo sapiens caldesmon 1 (CALD1), mRNA 


4E-67 


5743 


BC002303 


Mus musculus, clone IMAGE:3591199, mRNA 


0.69 | 


5744 


AF273045 


Homo sapiens CTCL tumor antigen sel4-3 mRNA, complete cds 


5E-28 


5745 


AE001798 


Thermotoga maririma section 110 of 136 of the complete genome 


0,71 


5746 


AF273225 


Homo sapiens Fanconi anemia complementation group D2 protein 
(FANCD2) gene, exon 7 


0.009 


5747 


AL589920 


Human DNA sequence from clone RP1 1-1 17A20 on chromosome 6, 
complete sequence [Homo sapiens] 


0.026 


5748 


AF101092 | 


Homo sapiens collagen type XI alpha-1 (COL11 Al) gene, exon 29 


0.019 


5749 


S80521 


dMax=basic helix-loop-helix/leucine zipper protein {alternatively 
spliced} [mice, WEffl 231 B-lymphoma cells, mRNA Partial, 752 nt] 


0.003 


5750 


AF291825 


Gorilla gorilla von Hippel-Lindau tumor suppressor (VHL) gene, 
promoter region 


0.078 


5751 


AF120716 


Kluyveromyces lactis cytochrome c oxidase subunit in (COX3) gene, 
mitochondrial gene encoding mitochondrial protein, complete cds 


0.027 


5752 


NM_001423 


Homo sapiens epithelial membrane protein 1 (EMP1), mRNA 


5E-31 


5753 


AB045575 


Danio rerio DNA, fkk-7c locus, insertion site of the medaka fish Tol2 
element 


1.7 


5754 


AL050120 


Homo sapiens mRNA; cDNA DKFZp586D211 (from clone 
DKFZp586D211); partial cds 


2 


5755 


AP000468 


Homo sapiens genomic DNA, chromosome 21q22.3, clone:f60A9, 
complete sequence 


0.009 


5756 


AK001649 


Homo sapiens cDNA FLJ10787 fis, clone NT2RP4000481, weakly 
similar to ATP-DEPENDENT RNA HELICASE DOB1 


O 


5757 


NM 031511 


Rattus norvegicus Insulin-like growth factor II (somatomedin A) 
(Igf2),mRNA 


0.025 


5758 


AL162036 


Homo sapiens mRNA; cDNA DKFZp434B249 (from clone' 
DKFZp434B249) 


0.71 


5760 


AF3 17787 


Rattus norvegicus Cd36 gene, promoter region 


2.1 


5761 


XM_032021 


Homo sapiens calreticulin (CALR), mRNA 


6E-41 


5762 


XM_037847 


Homo sapiens neurexophilin 3 (NXPH3), mRNA 


4.2 | 


5763 


AF288818 


Rattus norvegicus cytochrome P450 4F5 gene, complete cds 


0.026 


5764 


AF269237 


Cloning vector pTX-GFP, complete sequence 


0.71 ! 


5765 


AK021493 


Homo sapiens cDNA FLJ11431 fis, clone HEMBA1001O94 


8E-76 


5766 


AF034077 


Equus caballus alpha-1 -antitrypsin (Spi2) gene, complete cds 


0.0003 


5767 


XM_030851 


Homo sapiens G protein-coupled receptor kinase-interactor 1 (GUI), 
mRNA 


5.4 


5768 


AY039919 


Arabidopsis thaliana unknown protein (AT4g09340) mRNA, 
complete cds 


4.8 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQ1D 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5769 


AK018211 


Mus musculus adult male medulla oblongata cDNA, RKEN full- 
length enriched library, clone:6330510M09, full insert sequence 


6.4 


5770 


XM 006622 


Homo sapiens PTPRF interacting protein, binding protein 1 (liprin 
beta 1) (PPFIBP1), mRNA 


0.079 


5771 


U72335 


Human platelet activating factor acetylhydrolase, brain isoform, 45 
KDa subunit (LIS1) gene, exons 3 and 4 


0.2 


5772 


XMJ)48810 


Homo sapiens hypothetical protein FU22116 (FU22116), mRNA 


0 


5773 


AF218257 


Arabidopsis thaliana 12-oxo-phytodienoate reductase gene, complete 
cds 


0.23 


5774 


AK014450 


Mus musculus 18 days pregnant adult female placenta and extra 
embryonic tissue cDNA, RIKEN full-length enriched library, 
clone:3830422A13, full insert sequence 


0.083 


5775 


AK005342 


Mus musculus adult male cerebellum cDNA, RKEN full-length 
enriched library, clone: 1500032H18, full insert sequence 


1.6 


5776 


M99412 


Human interleukin-8 receptor (TL8RB) gene, complete cds 


0.063 


5777 


NC 001619 


Canine oral papillomavirus, complete genome 


1.8 


5778 


NM 030238 


Mus musculus dynein, cytoplasmic, heavy chain 1 (Dnchcl), mRNA 


0 


5779 


AL031254 


Caenorhabditis elegans cosmid 4R79, complete sequence 


0.084 


5781 


Z74797 


S.cerevisiae chromosome XV reading frame ORF YOL055c 


2.2 


5782 


XM 040841 


Homo sapiens cullin 5 (CUL5), mRNA 


0.23 


5783 


U20807 


Bos taurus protein tyrosine phosphatase BA14 mRNA, complete cds 


0.22 


5784 


AE006648 


Sulfolobus solfataricus section 7 of 272 of the complete genome 


0.007 


5785 


AY018666 


Oryza sativa microsatelhte MRG0991 containing (AT)X19, closest to 
marker R1713, genomic sequence 


0.008 


5786 


AK026299 


Homo sapiens cDNA: FLJ22646 fis, clone HSI07178 


0.23 


5787 


X91787 ] 


L.luteus mRNA for tRNA-glutamine synthetase 


0.17 


5788 


XMJU7281 


Homo sapiens endosulfine alpha (ENSA), mRNA 


1.9 


5789 


XMJH7281 


Homo sapiens endosulfine alpha (ENSA), mRNA 


1.9 


5790 


AF229090 


Homo sapiens myosin VI (MY06) gene, exon 11 


0.69 


5791 


AK001945 


Homo sapiens cDNA FLJ11083 fis, clone PLACE1005232 


2.1 


5792 


AF189157 


Foot-and-mouth disease virus (strain 01) polyprotein gene, complete 
cds 


6.5 


5793 


AK013313 


Mus musculus 10, 11 days embryo cDNA, RKEN full-length 
enriched library, clone:2810449G22, full insert sequence 


6.1 


5794 


AJ005205 


Homo sapiens 5HT3 gene for serotonin 3 receptor 


0.69 


5795 


NM 019083 


Homo sapiens hypothetical protein (FLJ10287), mRNA 


6E-63 


5796 


AK021451 


Homo sapiens CDNAPU11389 fis, clone HEMBA1000557 


2E-54 


5797 


Z34885 


T.pyriformis (CGL) gene for TCPlgamma protein 


0.6 


5798 


AF288408 


Rattus norvegicus transient receptor potential Trp4beta mRNA, 
complete cds 


0.081 


5799 


XM_015806 


Homo sapiens hypothetical protein FU22621 (FLJ22621), mRNA 


0 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRff 


P VALUE 


5800 


AF332918 


Plasmodium falciparum Indochina HI/CDC erythrocyte binding 
protein B AEBL (baebl) gene, complete cds 


3.9 


5801 


XM 052063 


Homo sapiens hypothetical protein DKFZp547A023 
(DKFZp547A023), mRNA 


0 \ 


5802 


AB013796 


Ceratopteris richardii mRNA for CRHB6, complete cds 


0.024 


5803 


AF288408 


Rattus norvegicus transient receptor potential Trp4beta mRNA, 
complete cds 


0.082 


5804 


AF174213 


Terebra subulata 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 


2.8 


5805 


AF308286 


Homo sapiens serologically defined breast cancer antigen NY-BR-18 
mRNA, partial cds 


0.59 


5806 


AF030199 


Mus musculus type 1 sigma receptor gene, complete cds 


0.49 


5807 


M99412 


Human interleukin-8 receptor (IL8RB) gene, complete cds 


0.51 ) 


5808 


Z34885 


T.pyriformis (CGL) gene for TCPlgamma protein 


0.58 


5809 


AF305539 


Mus musculus B lymphocyte induced maturation protein 1 (Prdml) 
gene, exon 8 and complete cds 


1E-67 


5810 


AF288408 


Rattus norvegicus transient receptor potential Trp4beta mRNA, 
complete cds 


0.087 


5811 


AE001181 


Borrelia burgdorferi (section 67 of 70) of the complete genome 


0.001 


5812 


AY027894 


Homo sapiens voltage-dependent calcium channel beta 2 subunit 
(CACNB2) gene, exon 2 


0.00008 


5813 


XMJ)29481 


Homo sapiens similar to KIAA0732 protein (HL sapiens) (LOC90154), 
mRNA 


0.68 


5814 


AK021659 


Homo sapiens cDNA FLJ11597 fis, clone HEMBA1003856 


2.1 


5815 


U39721 


Mycoplasma genitalium section 43 of 51 of the complete genome 


0.19 


5816 


Z73267 


S.cerevisiae chromosome XII reading frame ORF YLR095c 


0.009 


5817 


XMJ)29453 


Homo sapiens oculocerebrorenal syndrome of Lowe (OCRL), mRNA 


0.26 


5818 


AF027728 


Xenopus laevis Mnesin-related protein (XCENP-E) mRNA, complete 
cds 


0.052 


5819 


AE001407 


Plasmodium falciparum chromosome 2, section 44 of 73 of the 
complete sequence 


0.18 


5820 


AL157491 


Homo sapiens mRNA; cDNA DKFZp434Kl 111 (from clone 
DKFZp434Kllll) 


9E-50 


5821 


XM 002437 


Homo sapiens cAMP-regulated guanine nucleotide exchange factor n 
(CAMP-GEFH), mRNA 


4E-37 | 


5822 


XM 050146 


Homo sapiens KIAA0472 protein (KIAA0472), mRNA 


8E-20 


5823 


AY032600 


Carica papaya xyloglucan endo-transglycosylase mRNA, complete cds 


0.19 


5824 


Z36061 


S.cerevisiae chromosome II reading frame ORF YBR192w 


3 


5825 


AK021459 


Homo sapiens cDNA FIJI 1397 fis, clone HEMBA1000622 


0.046 


5826 


AF261017 


Nicotiana tabacum putative chloroplast RNA helicase VDL (VDL) 
gene, exons 1 through 5 and complete CDS, alternatively spliced; 
nuclear gene for chloroplast products 


2.1 


5827 


AJ277162 


Beta vulgaris mRNA for putative Cdc2-related protein kinase CRK2 


0.009 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5828 


AL390874 


Human DNA sequence from clone RP1 1-238K16 on chromosome 9, 
complete sequence [Homo sapiens] 


0.026 


5829 


S84872 


Solanum tuberosum type A phytochrome (c-phyA) mRNA, complete 
cds 


0.43 


5830 


AF271370 


Homo sapiens interphotoreceptor matrix proteoglycan 200 (IMPG2) 
gene, exon 10 


0.078 


5831 


XM 051183 


Homo sapiens embryonic ectoderm development (EED), mRNA j 


0.00002 


5832 


BC006523 


Homo sapiens, serum/glucocortiooid regulated kinase 2, clone 
IMAGE:2988475, mRNA 


3E-34 


5833 


AF100658 


Caenorhabditis elegans cosmid H08GO 1 


0.44 


5834 


XM_003725 


Homo sapiens putative ribonuclease m (RNASE3L), mRNA 


0.008 


5835 


M58029 


Amoeba proteus symbiotic bacterium 29kDa protein (s29x) gene, 
complete cds 


0.71 


5836 


U46541 


Staphylococcus aureus sarA gene, complete cds 


0.003 


5837 


AJ225333 


Acidianus ambivalens plasmid pDLlO 


0.17 


5838 


X15702 


Fruitfly LA9 mRNA for DNA binding protein 


0.077 


5839 


AL031590 


Human DNA sequence from clone CTA-232D4 on chromosome 
22ql3.1 Contains a GSS, complete sequence [Homo sapiens] 


0.16 


5840 


X07946 


Yeast plasmid DNA coding for RNA polymerase subunit 


0.082 


5841 


AL590324 


Human DNA sequence from clone RP11-479D11 on chromosome 10, 
complete sequence [Homo sapiens] 


0.082 


5842 


XM 004947 


Homo sapiens paraoxonase 2 (PON2), mRNA 


1.6 


5843 


AF262582 


Dolichorhinotermes sp. r Manaus' 16S mitochondrial ribosomal RNA 
gene, partial sequence; mitochondrial gene for mitochondrial product 


0.067 


5844 


L81839 


Homo sapiens (subclone 2_h3 from PI H43) DNA sequence, complete 
sequence 


0.00006 


5845 


U67550 


Methanococcus jannaschii section 92 of 150 of the complete genome 


0.087 


5846 


XM 044987 


Homo sapiens hypothetical gene supported by U0095 1 (LOC92415), 
mRNA 


6.1 


5847 


AE001420 


Plasmodium falciparum chromosome 2, section 57 of 73 of the 
complete sequence 


0.71 


5848 


AF3 15823 


Stylorrychia mytilus DNA-dependent RNA polymerase II largest 
subunit RPB1 (RPB1) gene, partial cds 


0.51 


5849 


AB066207 


Physcomitrella patens chloroplast genes for ribulose-l,5-bisphosphate 
carboxylase/oxygenase large subunit, tRNA-Arg and acetyl-CoA 
carboxylase beta subunit, complete cds 


0.65 


5850 


AF286898 


Plasmodium chabaudi adami carbamoyl phosphate synthetase II gene, 
partial cds 


0.002 


5851 


AL583888 


Human DNA sequence from clone RP11-132E18 on chromosome 10, 
complete sequence [Homo sapiens] 


0.028 


5852 


AB011811 


Chromatium vinosum genes for light-harvesting and reaction center 
proteins, partial and complete cds 


6.4 


5853 


AF153448 


Zea mays nitrate reductase (NR1) gene, complete cds 


0.067 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5854 


XM 012762 


Homo sapiens hypothetical protein FLJ10891 (FLJ10891), mRNA 


.0 


5855 


AF248814 


Maoricicada cassiope isolate TB-MI-004 tRNA-Asp gene, complete 
sequence; ATPase subunit 8 gene, complete cds; and ATPase subunit 
6 gene, partial cds; mitochondrial genes for mitochondrial products 


0.029 


5856 


D01021 


Anthocidaris crassispina mRNA for dynein beta-heavy chain, 
complete cds 


2E-22 


5857 


AE001401 


Plasmodium falciparum chromosome 2, section 38 of 73 of the 
complete sequence 


0.54 


5858 


BC007548 


Homo sapiens, clone MAGE:2959994, mRNA 


1.9 


5859 


AB063065 


Macaca fascicularis brain cDNA clone:QmoA-12555, full insert 
sequence 


0.18 


5860 


NM 008538 


Mus inusculus myristoylated alanine rich protein kinase C substrate 
(Macs), mRNA 


1.5 


5861 


XM 029266 


Homo sapiens sarcoglycan, epsilon (SGCE), mRNA 


0.66 


5862 


AE006685 


Sulfolobus solfetaricus section 44 of 272 of the complete genome ; 


0.37 


5863 


BC008007 


Homo sapiens, clone IMAGE:3510538, mRNA 


6E-34 


5864 


AB024511 


Nicouana tabacum mRNA for TMV response-related gene product, 
complete cds 


2.1 


5865 


U25027 


Glycine max phosphaudylinositol-spechic phospholipase C mRNA, 
complete cds 


0.077 


5866 


U50715 


Mus musculus alpha-galactosidase A gene, complete cds ! 


0.024 


5867 


U64465 


Stylophora pistillata L-type calcium channel alpha- 1 subunit 
(STPCACHL) mRNA, complete cds 


0.072 


5868 


XM 040043 


Homo sapiens similar to hypothetical protein DKFZp566D1346 (H. 
sapiens) (LOC91690), mRNA 


0.023 


5869 


U60135 


Arabidopsis thaliana serine/threonine protein phosphatase 2 A-3 
catalytic subunit gene, complete cds 


0.027 


5870 


AF275745 


Lycopersicon esculentum plasma membrane H-H-ATPase (LHA2) 
mRNA, complete cds 


1.5 


5871 


Z29521 


C.crispus Chloroplast gene encoding 16S rRNA, tRNA-He, tRNA- 
Ala, and 23S rRNA (partial) 


0.003 


5872 


AJ132557 


Oryctolagus cuniculus CYP19 gene, ovarian promoter region 


0.24 


5873 


AF124524 


Arabidopsis thaliana gamma-adaptin 1 gene, complete cds 


0.24 


5874 


AK013131 


Mus musculus 10, 1 1 days embryo cDNA, RIKEN full-length 
enriched library, clone:2810422B04, full insert sequence 


0.72 


5875 


AB044413 


Sus scrofa MMP-3 mRNA for matrix metalloproteinase-3, partial cds 


0.23 


5876 


AF247039 


Porcine adenovirus 3 171R (El A), 202R (E1B-1), 474R (E1B-2), 
288R (288R), 198R (pK), 163R* (163R*), 162R (162R), 97R (97R) 
and 184R (184R) genes, complete cds; and IVa2 (IVa2) gene, partial 
cds 


5.2 


5877 


AF060579 


Gossypium barbadense clone pXP020 repetitive DNA sequence 


0.055 


5878 


AE006499 


Streptococcus pyogenes Ml GAS strain SF370, section 28 of 167 of 
the complete genome 


2.1 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5879 


AL591498 


Human DNA sequence from clone RP11-113L12 on chromosome 13, 
complete sequence [Homo sapiens] 


0.003 


5880 


NM 017066 


Rattus norvegicus Pleiotrophin (Heparine binding factor, Hbnf, in the 
mouse) (Ptn), mRNA 


0.21 


5881 


XMJ)47505 


Homo sapiens hypothetical gene supported by AK022483 
(LOC92818), mRNA 


0.7 


5882 


J00912 


chicken brain tubulin, alpha chain mrna 


0.24 


5883 


M15840 


Human interleukin 1-beta (IL1B) gene, complete cds 


0.08 


5884 


X92683 


H.sapiens DNase I hypersensitive site (HSS-1) 


2.1 


5885 


AL390767 


Human DNA sequence from clone RP1-68P15 on chromosome 1 lpl3- 
14.2 Contains GSSs and ESTs. Contains part of a novel gene, 
complete sequence [Homo sapiens] 


1.8 


5886 


XM 012386 


Homo sapiens KIAA0377 gene product (KIAA0377), mRNA 


1E-48 


5887 


AL137466 


Homo sapiens mRNA; cDNA DKFZp434H1322 (from clone 
DKFZp434H1322) 


0.00001 


5888 


X62745 


Z.mays OBF1 mRNA for ocs-element binding factor 1 


0.23 


5890 


AB048902 


Macaca fascicularis brain cDNA, clone:QnpA-17448 


0.24 


5892 


AF221070 


Ophiostoma piliferum strain CBS129.32 18S ribosomal RNA gene, 
partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA 
gene, and internal transcribed spacer 2, complete sequence 


0.003 


5893 


AE006530 


Streptococcus pyogenes Ml GAS strain SF370, section 59 of 167 of 
the complete genome 


0.22 


5894 


AB018698 


Broad bean wilt virus 2 gene for precursor polyprotein, complete cds, 
isolate: BP 


0.025 


5895 


U67537 


Methanococcus jannaschii section 79 of 150 of the complete genome 


0.026 


5896 


AJ000742 


Homo Sapiens hisHl gene, 5' UTR 1 


0.008 | 


5897 


AF247039 


Porcine adenovirus 3 171R (E1A), 202R (E1B-1), 474R (E1B-2), 
288R(288R), 198R(pIX), 163R* (163R*), 162R(162R), 97R(97R) 
and 184R (184R) genes, complete cds; and IVa2 (IVa2) gene, partial 
cds 


5.2 


5898 


AJ290290 


Asphodeline lutea chloroplast trnL-trnF intergenic spacer 


0.23 


5899 


XM 042440 


Homo sapiens UDP-Gal:betaGlcNAc beta 1,4- galactosyltransferase, 
polypeptide 3 (B4GALT3), mRNA 


6.4 


5900 


U78090 


Rattus norvegicus potassium channel regulator 1 mRNA, complete cds 


2.1 


5901 


NM 017053 


Rattus norvegicus Neuromedin K receptor (Neurokinin B/Tachikin 3) 
(Tac3r), mRNA 


1.9 


CO AO 

5V02 


AF208658 


Tapesia yallundae eburicol 14 alpha-demethylase (CYP51) gene, 
complete cds 


6.2 


5903 


AF281786 


HIV-1 isolate DK-g3 from USA gag polyprotein (gag) gene, partial 
cds 


0.63 


5904 


AJ011019 | 


Capra hircus csn2 gene, exons 1 to 9, allele O(null) 


2 


5905 


AJ311054 


Chironomus pallidivittatus 4L ORF for putative reoombinase 
subtelocentric clone, Cp5.5 


0.023 
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SEQID 
NO 


ACCESSN 


DESCRIP 


P VALUE 


5906 


Y17466 


Fugu rubripes SIAT3C gene, last three exons 


0.65 


5907 


AK022127 


Homo sapiens cDNA FLJ12065 fis, clone HEMBB1002249 


0.001 


5908 


X79100 


C.vicina (Bll) mRNA for arylphorin receptor 


0.6 


5909 


AK023079 


Homo sapiens cDNA FLJ13017 fis, clone NT2RP3000628 


0.23 


5910 


AKO 14448 


Mus museums 18 days pregnant adult female placenta and extra 
embiyonic tissue cDNA, RIKEN full-length enriched library, 
cIone:3830421J05, full insert sequence 


1.4 


5911 


AK020293 


Mus musculus adult male cecum cDNA, RIKEN full-length enriched 
library, clone:9130404Hll, full insert sequence 


0.23 


5912 


AE006285 


Lactococcus lactis subsp. lactis IL1403 section 47 of 218 of the 
complete genome 


0.25 


5913 


U41292 


Human prolargin (PRELP) gene, 5' flanking sequence and exon 1 


0.001 


5914 


AL109707 


Homo sapiens mRNA full length insert cDNA clone EUR01MAGE 
295344 


0.00004 


5915 


NM_024154 


Rattus norvegicus proton gated cation channel ASIC1 (Accn2), 
mRNA 


6.2 


5916 


U79732 


Plasmodium berghei extrachromosomal plastid PB-2, tRNA-Pro, 
tRNA-Glu, tRNA-Lys, tRNA-Asp, tRNA-Ser, tRNA-Tyr, tRNA-Met, 
tRNA-Leu, tRNA-Cys, and tRNA-His genes, complete sequence, rps4 
gene, complete cds, tRNA-Thr gene, complete sequence, and large 
subu> 


0.023 


5917 


AF098715 ! 


Coniglobus mercatorius 16S ribosomal RNA gene, mitochondrial 
gene encoding mitochondrial product, partial sequence 


0.095 


5918 


AF095904 


Toxoplasma gondii yc£24 protein (yc£24) gene, partial cds; DNA 
dependent RNA polymerase beta subunit (rpoB) gene, complete cds; 
and DNA dependent RNA polymerase beta' subunit (rpoCl) gene, 
plastid genes encoding plastid proteins, partial cds 


0.026 


591? 


XM 027416 


Homo sapiens mesothelin (MSLN), mRNA 


0.7 


5920 


BC004772 


Mus musculus, Similar to inhibitor of kappa light polypeptide gene 
enhancer in B-cells, kinase beta, clone IMAGE:3256890, mRNA 


1.6 


5921 


AK000935 


Homo sapiens cDNA FLJ10073 fis, clone HEMBA100173 1 


0.18 


5922 


BC009942 


Homo sapiens, clone MGC: 12595 IMAGE:4303422, mRNA, 
complete cds 


0.001 


5923 


J05008 


Homo sapiens endothelin-1 (EDN1) gene, complete cds 


0.5 


5924 


AE002174 


Chlamydophila pneumoniae AR39, section 10 of 94 of the complete 
genome 


0.69 


5925 


AJ223616 


Caehorhabditis elegans mRNA for calcium ATPase 


0.7 


5926 


AF310894 


Dictyostelium discoideum prespore-specific protein (pspC) gene, 
partial cds; RacH (racH) gene, complete cds; and BOP (bopA) gene, 
partial cds 


0.027 


5927 


AE003910 


Xylella fastidiosa 9a5c, section 56 of 229 of the complete genome 


0.73 


5928 


AF335424 


Homo sapiens sperm protein Spl7-2 pseudogene, complete sequence 


1.8 
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5929 


XM 016924 


Homo sapiens hypothetical protein MGC4054 (MGC4054), mRNA 


4.3 


5930 


U62057 


Mycoplasma capricolum NADH oxidase (naox) gene, partial cds, and 
lipoate-protein ligase (Ipla), pyruvate dehydrogenase EI alpha subunit 
(odpa), pyruvate dehydrogenase EI beta subunit (odpb), pyruvate 
dehydrogenase EH (odp2), dihydrolipoamide dehydroge> 


0.72 


5931 


AF202552 


Homo sapiens DNA methyltransferase (DNMT1) gene, exons 2, 3, 
and 4 


2.2 


5932 


AF010604 


Homo sapiens SMAD5 (Smad5) gene, exon 3 


0.0001 


5933 


AC084157 


Caenorhabditis elegans cosmid Y46E12BR, complete sequence 


0.71 


5934 


XM 027907 


Homo sapiens hypothetical protein DKFZp564D172 
(DKFZP564D172), mRNA 


0.18 


5935 


AF360191 


Arabidopsis thaliana unknown protein (T9C5.150/AT3g49560) 
mRNA, complete cds 


6.3 


5938 


AF282728 


Culex pipiens Twin-Cp5 SINE retroposon, genomic sequence and v- 
SNARE-like gene, partial sequence 


0.066 


5939 


M81702 


Candida boidinii methanol oxidase (AOD1) gene, complete cds 


0.008 


5940 


AF057740 


Homo sapiens 17-beta-hydroxysteroid dehydrogenase IV (HSD17B4) 
gene, exon 24 and complete cds 


0.21 


5941 


XM_031463 


Homo sapiens exonuclease NEF-sp (LOC81691), mRNA 


0.072 


5942 


AB022048 


Mus musculus gene for prolyl oligopeptidase, exon 3, 4, 5, 6 


2.1 


5943 


Z48165 


Rviolacea chloroplast genes for alpha and beta subunit of 
phycocyanin 


2.1 


5944 


AF181251 


Rattus norvegicus lung Kruppel-like factor (Lklf) gene, complete cds 


5.9 


5945 


AP001057 


Homo sapiens genomic DNA, chromosome 21, clone:D40Gll, MX1- 
D21S171 region, complete sequence 


0.00001 


5946 


AK016374 


Mus musculus adult male testis cDNA, R1KEN full-length enriched 
library, clone:4930589L23, full insert sequence 


5.9 


5947 


M27697 


Pig urate oxidase mRNA, complete cds 


2.1 


5948 


XM_032603 


Homo sapiens similar to DESTRIN (ACITN DEPOLYMERIZENG 
FACTOR) (ADF) (EL sapiens) (LOC90563), mRNA 


0.69 


5949 


U39688 


Mycoplasma genitalium section 10 of 51 of the complete genome 


0.077 


5950 


AF320250 


Lactobacillus delbrueckii YmdA (ymdA) gene, partial cds; and 
putative undecaprenyl-phosphate N-acetyl-glucosaminyl transferase 
(rgpG), YvyE (yvyE), putative ComFl protein (comFl), putative 
ComF3 protein (comF3), YvyD (yvyD), putative preprotein translo> 


0.69 


5951 


Y09852 


H.sapiens FGFR3 gene, partial 


2E-10 


5952 


Z79103 


Rsapiens flow-sorted chromosome 6 HindHI fragment, SC6pA22Fll 


0.00002 


5953 


AP000321 


Homo sapiens genomic DNA, chromosome 21q22. 1, D21S226-AML 
region, clone:Q82F5, complete sequence 


0.00004 


5954 


AK025042 


Homo sapiens cDNA: FLJ21389 fis, clone COL03455 


2E-66 
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5955 


| U14576 


Dictyostelium discoideum filopodin (talA) gene, complete cds 


! 0.21 


5956 


AE001405 


Plasmodium falciparum chromosome 2, section 42 of 73 of the 
complete sequence 


0.052 


5957 


M64861 


D.discoideum TFTED mRNA, complete cds 


0.002 


5958 


AJ245435 


Plasmodium falciparum gc-alpha gene for guanylyl cyclase alpha 


0.0001 


5959 


XM 031443 


Homo sapiens phosphodiesterase 8A (PDE8A), mRNA 


8E-13 


5960 


AC079875 


Homo sapiens clone CTD-2333B13, complete sequence 


0.00003 


5961 


AF275272 


Schizophyllum commune unknown gene; mitochondrial gene for 
mitochondrial product 


0.44 | 


5962 


Z60119 


H.sapiens CpG island DNA genomic Msel fragment, clone 18el, 
reverse read cpgl8el.rtlb 


0.008 


5963 


AF100654 


Caenorhabditis elegans cosmid C24E9 


0.026 


5964 


AE001399 


Plasmodium falciparum chromosome 2, section 36 of 73 of the 
complete sequence 


0.001 


5965 


U89019 


Hepatitis C virus polyprotein gene, complete cds 


0.2 


5966 


XMJ)52512 


Homo sapiens ARP3 (actm-related protein 3, yeast) homolog 
(ACTR3), mRNA 


2E-32 


5967 


U17634 


Human chromosome 21, Down syndrome critical region transcript, 
SP6 end of clone 3-3-f8 


0.7 


5968 


AF197477 


Homo sapiens TRBP pseudogene, partial sequence 


0.22 


5969 


U78599 


Streptococcus mutans putative D,D-carboxypeptidase and putative N- 
aceryl-muramidase genes, partial cds 


2.1 


5970 


AP001414 


Homo sapiens genomic DNA, chromosome 21q22.2, clone:D30, 
LB7T-ERG region, complete sequence 


2.1 


5971 


AJ277067 


Homo sapiens partial SSH3BPl/e3Bl gene for spectrin SH3 binding 
protein, exon3-5 


5.7 


5972 


X13294 


Human mRNA for myb-related gene A-myb 5 '-region 


6E-74 


5973 


NC 001796 


Human parainfluenza virus 3, complete genome 


0.053 


5974 


AJ222787 


Hordeum vulgare mRNA for alpha-keto acid dehydrogenase-like 
protein, clone RG136 


0.073 


5975 


AF284034 


Melanogrammus aeglefmus vitellogenin B (VtgB) mRNA, complete 
cds 


2.1 


5976 


AF127565 


Arabidopsis thaliana ubiquitin-protein ligase 2 (UPL2) gene, complete 
cds 


4.3 


5977 


AP001419 


Homo sapiens genomic DNA, chromosome 21q22.2, clone:PAC24K9, 
LB7T-ERG region, complete sequence 


0.0002 


5978 


AL590384 


Human DNA sequence from clone RP1 1-349 A16 on chromosome 
Xq22.3-24, complete sequence [Homo sapiens] 


0.02 


5979 


AB014460 


Homo sapiens TSC2, NTHL1/NTH1 and SLC9A3R2/E3KARP genes, 
partial and complete cds 


0.69 


5980 


XM 018334 


Homo sapiens hypothetical protein FU22418 (FLJ22418), mRNA 


0.026 


5981 


AF229850 


Arabidopsis thaliana ferritin (Ferl) gene, complete cds 


0.69 


5982 


AK017445 


Mus musculus 10 days neonate head cDNA, RKEN full-length 
enriched library, clone:5530402H04, full insert sequence 


2.1 


5983 


AF197159 


Mus musculus cubilin mRNA, partial cds 


0.7 
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5984 


XM 029346 


Homo sapiens hypothetical gene supported by U79302; AK026607 
(LOC90138), mRNA 


0.026 


5985 


AK021517 


Homo sapiens cDNA FLJ11455 fis, clone HEMBA1001497 


0.05 


5986 


Z74823 


S.cerevisiae chromosome XV reading frame ORF YOL081w 


0.23 I 


5987 


XM 003091 


Homo sapiens KIAA0001 gene product; putative G-protein-coupled 
receptor, G protein coupled receptor for UDP-glucose (K1AA0001), 
mRNA 


1.9 


5988 


XM_039450 


Homo sapiens similar to NONHISTONE CHROMOSOMAL 
PROTEIN HMG-14 (H. sapiens) (LOC91606), mRNA 


4E-47 


5989 


XM 045103 


Homo sapiens G protein coupled receptor interacting protein, 
complement-clq tumor necrosis factor-related (ZSIG37), mRNA 


0.23 


5990 


AK026086 


Homo sapiens cDNA: FLJ22433 fis, clone HRC09172 


0.078 


5991 


Z22800 


HLsapiens microsatellite repeat 


3E-45 


5992 


AF165136 


Mycoplasma mycoides mycoides LC hypothetical surface located 
membrane protein and lipoprotein B precursor (lppB) genes, partial 
cds 


0.23 


5993 


AF269465 


Staphylococcus epidermidis strain SRI clone step.!004h05 genomic 
sequence 


0.23 


5994 


XM 049474 


Homo sapiens KIAA1538 protein (KIAA1538), mRNA 


0.23 


5995 


AC001478 


Homo sapiens (subclone lji7 from BAC HI 12) DNA sequence, 
complete sequence 


0.63 


5996 


AF380163 


Influenza A vims (A/Goose/Guangdong/3/97(H5Nl)) segment 3 
polymerase (PA) gene, complete cds 


0.077 


5997 


Z74263 


S.cerevisiae chromosome IV reading frame ORF YDL215c 


0.36 


5998 


AF282059 


Homo sapiens clone 2qtel_edcl7fR sequence 


7.9 


5999 


AF233898 


Escherichia coli strain KI 12 18 BfpA (bfpA) gene, partial cds 


0.073 


6000 


M92086 


Wasp venom protein mRNA sequence 


1.7 


6001 


XM 006601 


Homo sapiens hypothetical protein PLJ10659 (FLJ10659), mRNA 


0 


6002 


D14074 


Bovine mRNA for <^clophilin, complete cds 


0.23 


6003 


AC079391 


Homo sapiens clone CTD-2243M11, complete sequence 


4 


6004 


AE006055 


Pasteurella multocida PM70 section 22 of 204 of the complete genome 


0.077 


6005 


Y09000 


Knorvegicus mRNA for dendrin 


0.18 


6006 


AK006991 


Mus museums adult male testis cDNA, RIKEN full-length enriched 
library, clone: 1700084F23, full insert sequence 


2.1 


6007 


AF3 19636 


Pelargonium peltatum cultivar Guenievre microsatelhte Pp3a 
sequence 


0.001 


6008 


D17668 


Clostridium septicum gene for alpha-toxin, complete cds 


0.077 


6009 


AK025193 


Homo sapiens cDNA: FLJ21540 fis, clone COL06156 


0.025 


6010 


X17191 


E.gracilis chloroplast RNA polymerase rpoB-rpoCl-rpoC2 operon 


0.22 
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A 


12721131 


gi|12721131|gb|AAK02908.1| (AE006121) unknown 
[Pasteurella multocida] 


0.14 


6 


1504016 


gi|1504016|dbj|BAA13207.1| (D86971) no similarities 
to reported gene products [Homo sapiens] 


0.0003 


7 


12838708 


gi|12838708|dbj|BAB24303.1| (AK005889) putative 
[Mus musculus] 


5E-74 


8 


12854246 


gi|12854246|dbj|BAB29972.1| (AK015778) putative 
[Mus musculus] 


2.2 


9 


14715574 


gi|14715574|dbj|BAB6204Ll| (AB065434) PRPK 
mutant 1 (Homo sapiens] 


4E-80 


10 


6678964 


gi|6678964|ref|NPJ)3267Ll| murinoglobulin 1 [Mus 
musculus] sp|P28665|A2Ml_MOUSE 
MURINOGLOBULIN 1 PRECURSOR (MUG1) 
gb|AAA73048.1| (M65736) [Mouse murinoglobulin 
mRNA, complete cds.], gene product [Mus musculus] 


4.2 


14 


11351090 


gi|11351090|pir||E82999 probable beta-ketoacyl 
synthase PA5174 [imported] - Pseudomonas aeruginosa 
(strain PAOl) gb|AAG08559.1|AE004930_5 
(AE004930) probable beta-ketoacyl synthase 
[Pseudomonas aeruginosa] 


9.1 | 


15 


9506761 


gi|95 0676 1 |ref|NP_062298 . 1 1 glucosamine-phosphate N- 
acetyltransferase; glucosamine-6-phosphate 
acetyltraosferase [Mus musculus] emb)CAA04463.1| 
(AJ001006) EMeg32 protein [Mus musculus] 
dbj|BAB22120.1| (AK002466) putative [Mus musculus] 
dbj|BAB2516Ll| (AK007647) putative [Mus musculus] 
dbj|BAB25212.1| (AK007722) putative [Mus musculus] 
dbj|BAB25240.1| (AK007764) putative [Mus musculus] 
dbj|BAB25749.1| (AK008566) putative [Mus musculus] 
dbj|BAB27395. 1| (AK01 1098) putative [Mus musculus] 
dbj)BAB31241.1| (AK018499) putative [Mus musculus] 


1E-84 


20 


9369403 


gi|9369403|gb|AAF8715 1. 1|AC002423_16 (AC002423) 
T23E23.19 [Arabidopsis thaliana] 


7.4 


24 


12862430 


gi|12862430|dbj|BAB32466.1| (AB047280) Gag-like 
protein [Tricholoma matsutake] 


2.6 



435 



WO 02/14500 



PCT/US01/25840 





Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
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25 


7434102 


gi|7434102|pir||H71620 aspartate transaminase (EC 
2.6.1.1) PFB0200c [similarity] - malaria parasite 
(Plasmodium falciparum) gb|AAC71829.1| (AE001380) 
aspartate aminotransferase [Plasmodium falciparum] 


0.73 


26 


14721245 


gill4721245lrefpff_044013.ll kinesin-like protein 2 
[Homo sapiens] 


8E-91 


27 




gil9506713lreflNP_061856.ll nucleolar protein femily 
A, member 1; H/ACA small nucleolar RNPs protein 1 
[Homo sapiens] ref|XP_003601.1| nucleolar protein 
family A, member 1 (H/ACA small nucleolar RNPs) 
[Homo sapiens] ref|XPJ)39016.1| nucleolar protein 
family A, member 1 (H/ACA small nucleolar RNPs) 
[Homo sapiens] ref[NP__127460.1| nucleolar protein 
family A, member 1; H/ACA small nucleolar RNPs 
protein 1 [Homo sapiens] emb|CAB76563.1| 
(AJ276003) GAR1 protein [Homo sapiens] 
gb|AAHU3413.1|AAHU3413 (BC003413) nucleolar 
protein family A, member 1 (H/ACA small nucleolar 
kjnjtsj irionio sapiens J 


A 


28 


14150082 


gi|14150082|ref|NP_115691.1| hypothetical protein 
JVKiv^+iyy [Homo sapiens] go|AAn04yyi.l|AAH04yyi 
(BC004991) Similar to RBKEN cDNA 5730438N18 
gene (Homo sapiens] ! 


0.001 


2Q 


12861366 


gl|lZo01jDD]QDJjJjAJt>^Zlo/.l| ^ArvUZU/Ul^ pUXaUVe 

[Mus musculus] 


5E-42 


32 


14739173 


gi|14739173|ref|XP_037531.1| 59395 [Homo sapiens] 


3E-23 


36 


/jIjj /Z 


gi|75 13572|pir||57243o pnospnatiaylsenne 
decarboxylase (EC 4.1.1.65) precursor, mitochondrial - 
i/iiinese namsxer 


e-ii.4 


37 


7488381 


gi|7488381|pir||T08408 transcription factor homolog 
t lor>3. 150 - Arabidopsis tnaliana emb|CAB42ylo. 1| 
(AL049862) transcription factor-like protein 

rArahiHnn<ii<i thalianal 


8.1 


38 


12849752 


gi|12849752|dbj|BAB28466.1| (AK012782) putative 
[Mus musculus] 


5E-89 


39 


14715574 


gi|14715574|dbj|BAB62041.1| (AB065434) PRPK 
mutant 1 [Homo sapiens] 


1E-88 


40 


12832845 


gi|12832845|dbj|BAB22281.1| (AK002682) putative 
[Mus musculus] 


4E-51 
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SEQID 
NO 
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N 


DESCRIPTION 
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43 


12832845 


gi|12832845|dbj|BAB22281.1| (AK002682) putative 
[Mus musculus] 


6E-45 


47 


11558040 


gi|l 1558040|emb|CAC 17800. 1| (AJ245890) 
hypothetical protein [Polymyxa betae] 


7.6 


48 


8052306 


gi|8052306|emb|CAB92239.1| (AJ242721) ATP37 
protein [Mus musculus] 


1.3 


49 


13812380 


gi|13812380|ref|NPJ13498.1|N-myristoyltransferase 
[Guillardiatheta] emb|CAC27067.1| (AJ010592)N- 
myristoyltransferase [Guillardia theta] 


7 


51 


8885549 


ail8885549|dbiiBAA97479 11 (AB025604) telomere 
repeat-binding protein [Arabidopsis thaliana] 


1.5 


52 


14727244 


gi|14727244|ref]XP_035596.1| hypothetical protein 

[Homo sapiens] gb|AAH07829. 1|AAH07829 
(BC007829) Similar to hypothetical protein AF140225 
(Homo sapiens] 


6E-58 


57 


14737646 


ml14737646lreflXP 038048 11 similar tn APICAL 
ENDOSOMAL GLYCOPROTEIN PRECURSOR (R 
norve_dcus} [Homo saniensl 


0.003 


58 ; 


13811699 


gi|13811699|reflNPJ09668.1| zinc finger protein 313; \ 

Tirifi fitioer nrntein 928 I~Miiq miiseiiliKsl 

gb|AAG01141.1|AF282919_l (AF282919) Zfp228 
[Mus musculus] 


0.00002 


59 


14042394 


gi| 1 40423 94|dbj |B AB5 5226. 1 1 (AK027604) unnamed 
protein product [Homo sapiens] 


e-112 


60 


14769036 


gi|14769036|ref|XP 036091.1| 19140 [Homo sapiens] 


9E-97 


61 


13648339 


gi|13648339|ref|XP_003 184.2| zinc finger protein 
ANC_2H01 [Homo sapiens] 


0.0006 


64 


13638702 


oill3638702lreflXP 015971 1 1 hvnothetical nrotein 
FLJ23384 [Homo sapiens] refpCP_048858.il 
hypothetical protein FLJ23384 [Homo sapiens] 


2E-86 


65 


14150082 


gi| 14 1 50082|refJNP_l 1 569 1 . 1 1 hypothetical protein 
MGC4399 [Homo sapiens] gb|AAH04991.1IAAH04991 
(BC004991) Similar to RDCEN cDNA 5730438N18 
gene [Homo sapiens] 


0.00003 


67 


14727244 


gi|14727244|ref|XP_035596.1| hypothetical protein 
AF140225 [Homo sapiens] ref|XP_035597.1| 49482 
[Homo sapiens] gb|AAH07829.1|AAH07829 
(BC007829) Similar to hypothetical protein AF 140225 
[Homo sapiens] 


2E-38 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 
N 


DESCRIPTION 


P VALUE 


68 


14727244 


eill4727244lreflXP 035596 1 1 hvnnthetical nrotein 
AF140225 [Homo sapiens] ref]XP_035597.1| 49482 
[Homo sapiens] gb|AAH07829. 1|AAH07829 
(BC007829) Similar to hypothetical protein AF140225 
[Homo sapiens] 


6E-60 


69 


14715574 


gi|14715574|dbj|BAB62041.1| (AB065434) PRPK 
mutant 1 [Homo sapiens] 


2E-98 


70 


7491888 


gi|749 1 8 8 8 |pir| |T4 1 2 72 hypothetical protein 

SPPf" , 9Q7 05 " fiQ<!tnTi vpa^t ^SrhizriQarrharnrnvr^Q 

pombe) emb|CAB40785.1| (AL049609) hypothetical 
protein [Schizosaccharomyces pombe] 


9.3 


71 


12843000 


gi|12843000|dbj|BAB2582ai| (AK008666) putative 
[Mus musculus] 


1E-86 


72 


13542310 


eil 135423 lOlreflNP 111998 11 Uncharacterized 
conserved protein [Thermoplasma volcanium] 


6.6 


73 


14728906 


gi|14728906|reflXP_003327.3| hypothetical protein 
FLJ10858 [Homo sapiens] 


7E-98 


74 


14749106 


gi|14749106|ref|XP_031512.1| 14599 [Homo sapiens] 
dbj|BAB15298.1| (AK025963) unnamed protein product 
[Homo sapiens] 


1E-26 


76 


1176169 


gi|1176169|sp|P28636|YHBE_ECOLI 1 
HYPOTHETICAL 35.0 KDA PROTEIN IN DACB- 
RPMA INTERGENIC REGION pir||B65 109 
hypothetical 35. OK protein (dacB-rpmA intergenic 
region ) - r^scnencnia coil gu|AAAj/yoj.i| (vioyy/) 
ORFJ321 [Escherichia coU] gb|AAC76216.1| 
(AE000399) orf, hypothetical protein [Escherichia coli 
K191 ahlAAG5831R 1IAF005547 4 fAFfi05547^ nrf 

hypothetical protein [Escherichia coli 0157:H7 
EDL933] dbj|BAB37486.1| (AP002564) hypothetical 
protein [Escherichia coli 0157:H7] 


0.23 


77 


13161357 


gi|13161357|dbj|BAB32948.1| (AP002908) hypothetical 
orotein^iiTiilar to Arabidonsis thai i ana F1P2 140 
[Oryza sativa] 


6.3 


78 


8922806 


gi| 8922806|ref|NP_06076 1 . 1 1 hypothetical protein 
FLJ10986 [Homo sapiens] dbj|BAA91940.1| 
(AK001848) unnamed protein product [Homo sapiens] 
gblAAH00610.1|AAH00610 (BC000610) hypothetical 
protein FLJ10986 [Homo sapiens] 


5E-83 


82 


14603356 


gj|14603356|gblAAH10136.11AAH10136 (BC010136) 
Unknown (protein for MGG19513) [Homo sapiens] 


1E-74 



438 



